^^^^ 



Seq, No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400211 

LIB3431-031-P1-K1-E8 

BLASTX 

g417260 

372 

l.Oe-35 

121 
64 

LIGHT REGULATED PROTEIN PRECURSOR >gi_422003_pir S33632 

lirl protein - rice >gi_20263_einb_CAA48706_ (X68807) 
light-regulated gene [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400212 

LIB3431-031-P1-K1-E9 

BLASTX 

g3914466 

258 

6.0e-24 

60 

92 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT PSAN 
(PSI-N) >gi_2981214 (AF052429) photosystem 
subunit precursor [Zea mays] 



PRECURSOR 

I complex PsaN 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400213 

LIB3431-031-P1-K1-F1 

BLASTX 

g3913018 

579 

6.0e-60 

117 

100 

FRUCTOSE-BISPHOSPHATE ALDOLASE, CHLOROPLAST PRECURSOR 
(ALDP) >gi_218155_dbj_BAA02730_ (D13513) chloroplastic 
aldolase [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400214 

LIB3431-031-P1-K1-F10 

BLASTX 

g2688824 

146 

3.0e-09 

76 

47 

(U93273) putative auxin-repressed protein [Prunus 
armeniaca] 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400215 

LIB3431-031-P1-K1-F11 

BLASTX 

g2944178 

346 

l.Oe-32 

116 

59 

(AF007778) trehalose-6-phosphate phosphatase [Arabidopsis 
thaliana] 



51235 





o c ^ • LN u • 


*i V u i. i o 




O • XL/ 


T,TR'^4'^1 -n'^l-Pl-Kl-Fl2 




Method. 


JDJjiiO iA 






gioziuo 




£5JUfiOi scoj.e 






E value 


1 * ue 0 / 




Marcri lengun 








O 0 




NCBI Desciription 


OXnriT PiQTT T5XC:PHAQPH7\TT PZiPRf^VVT B QT? QMZiT T PRZSlXKT P PRTPFTR^^PiP 
I\XI3Uij\Jorj DXO irnWOirrlri.1 11j wraKDUAl Iji-iOiij OiXLfiljlj L^rlxiXLM IT J^.IjV^Ur\0 wl\ 












ribulose-bisphosphate carboxylase (EC 4.1,1.39) small chain 






precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 






^uuuDfijj smaxj- suounxT^ or rxjouxose X/O i^ispnobpiiai^e 






carooxyxase ^kudfL/J [uryza sauivaj -^yx z^iu/zoo ^hcux/oo^; 






ribulose 1/ 5~bisphosphate carboxylase small subunit [Oryza 






saLivaj -^gr zzoo/o prx xouozoDii rijouxose jjxspnobpiiauG 






carboxylase S [Oryza sativa] 


i 'i 


oecj* iMO . 


40091 1 
4 U UZ X / 




O C ^ • ±Lf 


T.TR^4^1 -0^1 -PI -TCI -F9 

XiXDO'iJX UOX iTX X\X £ 






PT aQ^'KT 


ftl 




gz U jXjy 




jDij/iD X scoire 






E value 


O.Oe+00 


y 


Match length 


351 




% Identity 




U' 


NCBI Description 


Oryza sativa shoot GS2 mRNA for chloroplastic glutamine 






synthetase (EC b.J.l.z) (clone lambaa-GS31) 


Li:: 




>gi zl/uyuy dJoj EUzDoi EUzDoi cDNA encoding precursor or 






chloroplast localising glutamine synthetase 




oeq. JNO . 


A nn9i Q 






T XP'^4'^1 — (T^l -Pi — "Tf^ 
XiXDjfioX U jX irX rvX r D 




Method 


BLASTX 




NCBI GI 


gl661160 




DLAbi score 


X / O 




E value 


o . ue-Xo 




Matcn lengtn 








71 
/ X 




NCBI Description 


{U74295) chlorophyll a/b binding protein [Oryza sativa] 




beg, JNO. 


/ n n 9 1 Q 
4UUZ X y 






XiXDo^ox uox IT X r\.x r 0 




ixie cnoa 






NCBI GI 






BLAST score 


460 




E value 


5.0e-46 




Match length 


135 




% identity 


71 




NCBI Description 


signal recognition particle receptor ('docking protein') 






>gi_134892_sp_P08240_SRPR_HUMAN SIGNAL RECOGNITION PARTICLE 



RECEPTOR ALPHA SUBUNIT (SR- ALPHA) (DOCKING PROTEIN ALPHA) 

(DP-ALPHA) >gi_88607_pir A29440 signal recognition 

particle receptor - human >gi_30866_emb__CAA29608_ (X06272) 
docking protein [Homo sapiens] 



51236 



Seq. No, 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400220 

LIB3431-031-P1-K1-F9 

BLASTX 

g82080 

333 

4.0e-31 

104 

64 

chlorophyll a/b-binding protein type III precursor - tomato 

>gi_226872_prf 1609235A chlorophyll a/b binding protein 

[Lycopersicon esculentum] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400221 

LIB3431-031-P1-K1-G3 

BLASTX 

gl32105 

600 

2,0e-62 

129 

88 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
{D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_22 6375_prf 150825 6A ribulose bisphosphate 

carboxylase S [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400222 

LIB3431-031-P1-K1-G4 

BLASTX 

g2130127 

397 

l.Oe-38 

92 

84 

ferritin 
(X83076) 



1 precursor - maize >gi_ 
ferritin [Zea mays] 



1103628 emb CAA58146 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400223 

LIB3431-031-P1-K1-G5 

BLASTX 

gll5787 

614 

5.0e-64 

137 

89 

CHLOROPHYLL A-B BINDING PROTEIN 2 PRECURSOR (LHCII TYPE I 

CAB-2) (LHCP) >gi_82461_j>ir S03706 chlorophyll a/b-binding 

protein 2R precursor - rice >gi_20182_emb__CAA32109_ 

(X13909) chlorophyll a/b-binding preprotein (AA -28 to 235) 

[Oryza sativa] 



Seq. No. 
Seq. ID 



400224 

LIB3431-031-P1-K1-H11 



51237 





H 




Method 


BLASTX 




NCBI GI 


g217909 




BLAST score 


353 




E value 


2,0e-33 




Match length 


105 




% identity 


69 




NCBI Description 


(D14044) glycolate oxidase 


[Cucurbita sp 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400225 

LIB3431-031-P1-N1-A3 

BLASTX 

g3914466 

472 

2.0e-47 

90 

96 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT PSAN PRECURSOR 
(PSI-N) >gi_2981214 (AF052429) photosystem I complex PsaN 
subunit precursor [Zea mays] 

400226 

LIB3431-031-P1-N1-A4 

BLASTX 

g417260 

338 

2.0e-31 

115 

62 

LIGHT REGULATED PROTEIN PRECURSOR >gi_422003_pir S33632 

lirl protein - rice >gi_20263_emb__CAA48706_ (X68807) 
light-regulated gene [Oryza sativa] 

400227 

LIB3431-031-P1--N1-A5 

BLASTX 

g671740 

227 

2.0e-18 

45 

96 

{X84730) ribulose-bisphosphate carboxylase [synthetic 
construct] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400228 

LIB3431-031-P1-N1-A6 

BLASTX 

g4914452 

274 

6.0e-24 

75 

68 

(AL050398) putative protein [Arabidopsis thaliana] 



Seq. No 
Seq. ID 
Method 
NCBI GI 



400229 

LIB3431-031-P1-N1-A7 

BLASTX 

g538430 



51238 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



279 

l,0e-24 

55 
98 

{L36320) 



superoxide dismutase [Oryza sativa] 



400230 

LIB3431-031-P1-N1-B10 

BLASTX 

gll5787 

632 

6.0e-66 

121 
100 

CHLOROPHYLL A-B BINDING PROTEIN 2 PRECURSOR (LHCII TYPE I 

CAB-2) (LHCP) >gi_82461_pir S03706 chlorophyll a/b-binding 

protein 2R precursor - rice >gi_20182_einb_CAA32109_ 

(X13909) chlorophyll a/b-binding preprotein (AA -28 to 235) 

[Oryza sativa] 

400231 

LIB3431-031-P1-N1-B11 

BLASTN 

g218171 

80 

3.0e-37 

168 

88 

Oryza sativa mRNA for type I light-harvesting chlorophyll 
a/b binding protein of photosystem II (LHCPII), complete 
cds 



Seq. No. 


400232 


Seq. ID 


LIB3431-031-P1-N1-B5 


Method 


BLASTN 


NCBI GI 


g2062705 


BLAST score 


33 


E value 


3,0e-09 


Match length 


41 


% identity 


95 


NCBI Description 


Human butyrophilin (: 


Seq. No. 


400233 


Seq. ID 


LIB3431-031-P1-N1-B8 


Method 


BLASTX 


NCBI GI 


g5734790 


BLAST score 


335 


E value 


2,0e-31 


Match length 


76 


% identity 


86 


NCBI Description 


(AC007980) ATP-depen^ 




thaliana] 


Seq. No. 


400234 


Seq. ID 


LIB3431-031-P1-N1-B9 


Method 


BLASTX 


NCBI GI 


g4138290 



[Arabidopsis 



51239 





111 




BLAST score 


398 




E value 


l.Oe-38 




Match length 


77 




% identity 


100 




NCBI Description 


(AJ005841) 


thioredoxin M [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq* No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400235 

LIB3431-031-P1-N1-C1 

BLASTX 

g2570515 

196 

5.0e-15 

41 

93 

(AF022740) glycolate oxidase [Oryza sativa] 
400236 

LIB3431-031-P1-N1-C10 

BLASTX 

gl31397 

158 

2.0e-10 

147 

28 

OXYGEN-EVOLVING ENHANCER PROTEIN 3 PRECURSOR {0EE3) (16 KD 
SUBUNIT OF OXYGEN-EVOLVING SYSTEM OF PHOTOSYSTEM II) 

>gi_81480_pir S00008 photosystem II oxygen-evolving 

complex protein 3 precursor - spinach 

>gi_755802_emb_CAA29056_ (X05512) 16 kDa protein of the 
photo synthetic oxygen- evolving protein (OEC) [Spinacia 

oleracea] >gi_225597_prf 1307179B luminal protein 16kD 

[Spinacia oleracea] 

400237 

LIB3431-031-P1-N1-C12 

BLASTN 

g218207 

327 

O.Oe+00 

399 

95 

Oryza sativa mRNA for the small subunit of 

ribulose-1, 5-bisphosphate carboxylase, complete cds, clone 
pOSSS1139 

400238 

LIB3431-031-P1-N1-C2 

BLASTX 

gll5787 

432 

l.Oe-42 

82 

100 

CHLOROPHYLL A-B BINDING PROTEIN 2 PRECURSOR (LHCII TYPE I 

CAB-2) (LHCP) >gi_82461_pir S03706 chlorophyll a/b-binding 

protein 2R precursor - rice >gi_20182_emb__CAA32109_ 
{X13909) chlorophyll a/b-binding preprotein (AA -28 to 235) 



51240 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



[Oryza sativa] 
400239 

LIB3431-031-P1-N1-C3 

BLASTN 

g2072554 

389 

O.Oe+00 

389 

100 

Oryza sativa metallothionein-like protein mRNA, complete 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400240 

LIB3431-031-P1-N1-C4 

BLASTX 

gl32105 

653 

2.0e-68 

124 

98 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SiyiALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor {clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 {AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400241 

LIB3431-031-P1-N1-C6 

BLASTX 

g347451 

386 

3.0e-37 

71 

99 

(L22155) ribulose 1, 5-bisphosphate carboxylase [Oryza 
sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400242 

LIB3431-031-P1-N1-C7 

BLASTN 

g2780342 

419 

O.Oe+00 

427 

100 

Oryza sativa gene for PBZl, complete cds 

>gi_3251321_dbj_E12488__E12488 Nucleotide sequence of Oryza 
sativa PBZl gene 



Seq. No. 
Seq. ID 
Method 



400243 

LIB3431-031-P1-N1-D1 
BLASTN 



51241 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3126853 
124 

2.0e-63 

162 

100 

Oryza sativa chlorophyll a/b binding protein (RCABP89) 
luRNA, nuclear gene encoding chloroplast protein, complete 
cds 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400244 

LIB3431-031-P1-N1-D10 

BLASTX 

gl296955 

308 

3.0e-28 

56 
46 

(X95402) duplicated domain structure protein [Oryza sativa] 



400245 

LIB3431-031-P1-N1-D6 

BLASTN 

g218154 

117 

6.0e-59 

169 

100 

Oryza sativa gene for cytoplasmic aldolase, 
clone :A1 dp 



complete cds. 



Seq. No. 
Seq, ID 
Method 



400246 

LIB3431-031-P1-N1-D7 

BLASTX 

g289920 

300 

3.0e-27 

57 

100 

(L07119) chlorophyll A/B binding protein [Gossypium 
hirsutum] 

400247 

LIB3431-031-P1-N1-D8 

BLASTX 

gl31225 

216 

2.0e-17 

56 

73 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT XI PRECURSOR (SUBUNIT 

V) (PSI-L) >gi_100605_pir ^A39759 photosystem I 18K protein 

precursor - barley >gi_167087 (M61146) photosystem I 
hydrophobic protein [Hordeum vulgare] 

400248 

LIB3431-031-P1-N1-D9 
BLASTN 



51242 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3885887 
425 

O.Oe+00 

429 

100 

Oryza sativa high mobility group protein 
complete cds 



(HMG) mRNA, 



400249 

LIB3431-031-P1-N1-E12 

BLASTX 

gl076422 

229 

l.Oe-18 

85 

60 

transcription factor 0BF4 - Arabidopsis thaliana 
>gi_414613_emb_CAA49524_ (X69899) ocs-element binding 
factor 4 [Arabidopsis thaliana] 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400250 

LIB3431-031-P1-N1-E2 

BLASTX 

gl33019 

256 

4.0e-22 

79 

56 

60S RIBOSOMAL PROTEIN L7 >gi_71122_pir R5D07 ribosomal 

protein L7 - slime mold (Dictyosteliiom discoideum) 
>gi_7357_emb__CAA33035_ (X14909) ribosomal protein L7 (AA 1 
- 246) [Dictyostelium discoideum] 



Seq. No. 


400251 


Seq. ID 


LIB3431-031-P1-N1-E4 


Method 


BLASTX 


NCBI GI 


g3126854 


BLAST score 


507 


E value 


l.Oe-68 


Match length 


135 


% identity 


99 


NCBI Description 


(AF061577) chlorophyll a/b binding protein 


Seq. No. 


400252 


Seq. ID 


LIB3431-031-P1-N1-E6 


Method 


BLASTN 


NCBI GI 


g218209 


BLAST score 


53 


E value 


9.0e-21 


Match length 


69 


% identity 


94 


NCBI Description 


Oryza sativa mRNA for the small subunit of 



Seq. No. 
Seq. ID 



ribulose-1, 5-bisphosphate carboxylase, complete cds, clone 
pOSSS2106 

400253 

LIB3431-031-P1-N1-E8 



51243 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g417260 

300 

4.0e-27 

76 

75 

LIGHT REGULATED PROTEIN PRECURSOR >gi__422003_pir S33632 

lirl protein - rice >gi_20263_emb_CAA48706__ (X68807) 
light-regulated gene [Oryza sativa] 



Seq, No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400254 

LIB3431-031-P1-N1-E9 

BLASTX 

g3914466 

342 

4.0e-32 

63 

95 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT PSAN 
(PSI-N) >gi_2981214 (AF052429) photosystem 
subunit precursor [Zea mays] 



PRECURSOR 

I complex PsaN 



Seq. No, 


400255 


Seq. ID 


LIB3431-031-P1-N1-F1 


Method 


BLASTX 


NCBI GI 


g2407279 


BLAST score 


182 


E value 


2.0e-13 


Match length 


37 


% identity 


100 


NCBI Description 


(AF017362) aldolase [Oryza sativa; 


Seq. No. 


400256 


Seq, ID 


LIB3431-031-P1-N1-F12 


Method 


BLASTX 


NCBI GI 


gl32105 


BLAST score 


354 


E value 


6,0e-44 


Match length 


94 


% identity 


96 


NCBI Description 


RIBULOSE BIS PHOSPHATE CARBOXYLASE 



ALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase {EC 4,1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
{D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



400257 

LIB3431-031-P1-N1-F5 

BLASTX 

gll5787 

459 

8.0e-46 
87 



51244 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



100 

CHLOROPHYLL A-B BINDING PROTEIN 2 PRECURSOR (LHCII TYPE I 

CAB-2) (LHCP) >gi_82461_pir S03706 chlorophyll a/b-binding 

protein 2R precursor - rice >gi_20182_emb_CAA32109_ 

(X13909) chlorophyll a/b-binding preprotein (AA -28 to 235) 

[Oryza sativa] 

400258 

LIB3431-031-P1-N1-F6 

BLASTX 

g3036949 

300 

4,0e-27 

57 

100 

(AB012638) light harvesting chlorophyll a/b-binding protein 
[Nicotiana sylvestris] 

400259 

LIB3431-031-P1-N1-F8 

BLASTX 

g2911886 

198 

3.0e-15 

52 

69 

{AF047663) Contains similarity to Pfam domain: PF00448 
{SRP54), Score=14.7, E-value=2 , 7e-12, N=l [Caenorhabditis 
elegans] 

400260 

LIB3431-031-P1-N1-F9 

BLASTX 

g82080 

336 

2.0e-31 

79 

82 

chlorophyll a/b-binding protein type III precursor - tomato 

>gi_226872_prf 1609235A chlorophyll a/b binding protein 

[Lycopersicon esculentum] 

400261 

LIB3431-031-P1-N1-G10 

BLASTX 

g606817 

266 

3.0e-23 

50 

100 

{U08404) carbonic anhydrase [Oryza sativa] 
>gi_5917783_gb_AAD56038.1_AF182806_l (AF182806) carbonic 
anhydrase 3 [Oryza sativa] 

400262 

LIB3431-031-P1-N1-G3 
BLASTX 



51245 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g671740 
508 

2.0e-51 

91 

100 

(X84730) ribulose-bisphosphate carboxylase 
construct] 



[synthetic 



Seq. No, 


400263 


Seq. ID 


LIB3431-031-P1-N1-G4 


Method 


BLASTN 


NCBI GI 


g455510 


BLAST score 


c o 
5b 


E value 


8 . Oe-24 


Match length 


102 


% identity 


89 


NCBI Description 


Rice mRNA for ferrit; 


Seq. No. 


400264 


Seq. ID 


LIB3431-031-P1-N1-G5 


Method 


BLASTX 


NCBI GI 


g289920 


BLAST score 


300 


E value 


4 . Oe-27 


Match length 


57 


% identity 


100 


NCBI Description 


(L07119) chlorophyll 




hirsutum] 


Seq. No. 


400265 


Seq. ID 


LIB3431-031-P1-N1-G6 


Method 


BLASTX 


NCBI GI 


gl32105 


BLAST score 


301 


E value 


2.0e-27 


Match length 


57 


% identity 


100 



[Gossypium 



NCBI Description 



RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375__prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400266 

LIB3431-031-P1-N1-G7 

BLASTX 

g548603 

449 

l.Oe-44 

89 

97 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT II PRECURSOR 
(PHOTOSYSTEM I 20 KD SUBUNIT) (PSI-D) 



51246 



>gi_478404_pir JQ2247 photosystem I chain D precursor - 

barley >gi_167085 {M98254) PSI-D subunit [Hordeum vulgare] 



Seq. No. 


400267 


Seq. ID 


LIB3431-031-P1-N1-H1 


Method 


BLASTX 


NCBI GI 


g4886443 


BLAST score 


219 


E value 


1 . Oe-1 / 


Match length 


62 


% identity 


76 


NCBI Description 


(ALUoU^Do) nypotneLXcax prorem [noino sapn 


beq. No. 




Seq. ID 


LIB3431-031-P1-N1-H11 


Method 


BLASTX 


NCBI GI 


gl486472 


BLAST score 


168 


E value 


9.0e-12 


Match length 


33 


% identity 


85 


NCBI Description 


(X99853) oxoglutarate malate translocator 



tuberosiom] 



Seq. No. 


400269 




T.TR^4?1 -0^1 -PI -Nl -H12 


Method 


BLASTX 


NCBI GI 


g2570515 


BLAST score 


148 


E value 


2.0e-09 


Match length 


38 


% identity 


71 


NCBI Description 


(AF022740) glycolate oxidase [Oryza sativa] 


Seq. No. 


400270 


Seq. ID 


LIB3431-031-P1-N1-H6 


Method 


BLASTX 


NCBI GI 


g733454 


BLAST score 


446 


E value 


3.0e-44 


Match length 


91 


% identity 


95 


NCBI Description 


{U23188) chlorophyll a/b-binding apoprotein 




[Zea mays] 


Seq. No. 


400271 


Seq. ID 


LIB3431-031-P1-N1-H7 


Method 


BLASTN 


NCBI GI 


g5295987 


BLAST score 


124 


E value 


4.0e-63 


Match length 


359 


% identity 


84 


NCBI Description 


Oryza sativa mRNA for MADS box-like protein. 




clone :S10304 


Seq. No. 


400272 



51247 



# 



Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3431-031-P1-N1-H8 

BLASTX 

g4587556 

161 

7.0e-ll 

40 

78 

(AC006577) Similar to gi_1653162 (p)ppGpp 
3-pyrophosphohydrolase from Synechocystis sp genome 
gb_D90911. EST gb_W43807 comes from this gene. 
[Arabidopsis thaliana] 



Seq. No. 


400273 


Seq. ID 


LIB3431-033-P1-K1-A1 


Method 


BLASTX 


NCBI GI 


g3789948 


BLAST score 


673 


E value 


7.0e-71 


Match length 


133 


% identity 


95 


NCBI Description 


(AF094773) translation initiation 


Seq. No. 


400274 


Seq. ID 


LIB3431-033-P1-K1-A11 


Method 


BLASTX 


NCBI GI 


gll5787 


BLAST score 


397 


E value 


l.Oe-38 


Match length 


102 


% identity 


79 


NCBI Description 


CHLOROPHYLL A-B BINDING PROTEIN 2 



5A [Oryza sativa] 



PRECURSOR (LHCII TYPE I 

CAB-2) (LHCP) >gi_82461_pir S03706 chlorophyll a/b-binding 

protein 2R precursor - rice >gi_20182_emb_CAA32109_ 
(X13909) chlorophyll a/b-binding preprotein (AA -28 to 235) 
[Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



400275 

LIB3431-033-P1-K1-A12 

BLASTX 

g548603 

223 

3.0e-18 

93 
58 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT II PRECURSOR 
(PHOTOSYSTEM I 20 KD SUBUNIT) (PSI-D) 

>gi_47 8404_pir JQ2247 photosystem I chain D precursor - 

barley >gi_167085 (M98254) PSI-D subunit [Hordeum vulgare] 

400276 

LIB3431-033-P1-K1-A3 

BLASTX 

gl076724 

580 

5.0e-60 

109 

95 



51248 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LHCI-680, photosystem I antenna protein - barley 
>gi_666054_emb_CAA59049_ (X84308) LHCI-680, photosystem I 
antenna protein [Hordeiom vulgare] 

400277 

LIB3431-033-P1-K1-A4 

BLASTX 

g2286153 

529 

4.0e-60 

138 
80 

(AF007581) cytoplasmic malate dehydrogenase [Zea mays] 
400278 

LIB3431-033-P1-K1-A6 

BLASTX 

gl419090 

431 

l.Oe-42 

116 

72 

{X94968) 37kDa chloroplast inner envelope membrane 
polypeptide precursor [Nicotiana tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400279 

LIB3431-033-P1-K1-A7 

BLASTX 

g710308 

377 

3,0e-36 

72 

94 

(U11693) victorin binding protein 



[Avena sativa] 



400280 

LIB3431-033-P1-K1-A8 

BLASTX 

g5733866 

442 

8.0e-44 

140 

62 

(AC007932) Contains similarity to gb_M73488 
1-aminocyclopropane-l-carboxylate deaminase from 
Pseudomonas sp. ESTs gb_Z18033 and gb_Z34214 come from 
this gene. [Arabidopsis thaliana] 

400281 

LIB3431-033-P1-K1-A9 

BLASTN 

g218207 

246 

l,0e-136 

246 

100 

Oryza sativa mRNA for the small subunit of 



51249 



ribulose-1, 5-bisphosphate carboxylase, complete cds, clone 
pOSSS1139 



Seq. No. 


400282 


Seq. ID 


LIB3431-033-P1-K1-B4 


Method 


BLASTX 


NCBI GI 


g2244749 


BLAST score 


574 


E value 


z . ue— oy 


Match length 


132 


% identity 


81 


NCBI Description 


{Zyiooo} nycLroxymetnyixransrerase [AraDiaopsis unax. 


Seq. No. 


400283 


Seq. ID 


LIB3431-033-P1-K1-B5 


Method 


BLASTX 


NCBI GI 


gl421730 


BLAST score 


531 


E value 


0 . ue-oi 


Match length 


143 


% identity 


87 


NCBI Description 


(U43082) RF2 [Zea mays] 


Seq. No. 


400284 


Seq. ID 


LIB3431-033-P1-K1-B6 


Method 


BLASTX 


NCBI GI 


g3212854 


BLAST score 


453 


E value 


4 . Oe-45 


Match length 


137 


% identity 


66 


NCBI Description 


(AC004005) unknown protein [Arabidopsis thaliana] 


Seq. No. 


400285 


Seq. ID 


LIB3431-033-P1-K1-C11 


Method 


BLASTX 


NCBI GI 


g3281853 


BLAST score 


231 


E value 


4 . Oe-19 


Match length 


90 


% identity 


51 


NCBI Description 


{AL031004) putative protein [Arabidopsis thaliana] 


Seq. No. 


400286 


Seq. ID 


LIB3431-033-P1-K1-C12 


Method 


BLASTX 


NCBI GI 


g5915836 


BLAST score 


157 


E value 


l.Oe-10 


Match length 


55 


% identity 


62 


NCBI Description 


CYTOCHROME P450 71D7 >gi_1762144 (U48435) putative 




cytochrome P450 [Solanum chacoense] 


Seq. No. 


400287 


Seq. ID 


LIB3431-033-P1-K1-C2 


Method 


BLASTX 



51250 



0 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g6006363 
228 

l.Oe-18 

42 

100 

(AP000559) ESTs AU078183 {C62904 ) , C73912 (E21020) correspond 
to a region of the predicted gene.; Similar to water stress 
inducible protein (U74296) [Oryza sativa] 

400288 

LIB3431-033-P1-K1-C3 

BLASTX 

g2501356 

475 

l.Oe-47 

115 

79 

TRANSKETOLASE, CHLOROPLAST PRECURSOR (TK) 

>gi_1658322_emb_CAA90427_ {Z50099) transketolase precursor 
[Solanum tuberosum] 

400289 

LIB3431-033-P1-K1-C4 

BLASTX 

gl076724 

655 

8,0e-69 

141 

85 

LHCI-680, photosystem I antenna protein - barley 
>gi_666054_emb_CAA59049_ (X84308) LHCI-680, photosystem I 
antenna protein [Hordeum vulgar e] 

400290 

LIB3431-033-P1-K1-C6 

BLASTN 

g3821780 

35 

5.0e-10 

35 

100 

Xenopus laevis cDNA clone 27A6-1 
400291 

LIB3431-033-P1-K1-C7 

BLASTX 

gl31388 

329 

l.Oe-30 

115 

65 

OXYGEN-EVOLVING ENHANCER PROTEIN 1 PRECURSOR (OEEl) (33 KD 
SUBUNIT OF OXYGEN EVOLVING SYSTEM OF PHOTOSYSTEM II) (33 KD 

THYLAKOID MEMBRANE PROTEIN) >gi_100831_pir S162 60 

photosystem II oxygen-evolving complex protein 1 - common 
wheat X Sanduri wheat >gi_21844_emb_CAA40670_ (X57408) 
33kDa oxygen evolving protein of photosystem II [Triticum 



51251 



aestivum] 



Seq, No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400292 

LIB3431-033-P1-K1-C8 

BLASTX 

gl31388 

308 

4.0e-28 

115 

63 

OXYGEN-EVOLVING ENHANCER PROTEIN 1 PRECURSOR (OEEl) (33 KD 
SUBUNIT OF OXYGEN EVOLVING SYSTEM OF PHOTOSYSTEM II) (33 KD 

THYLAKOID MEMBRANE PROTEIN) >gi_100831__pir S16260 

photosystem II oxygen-evolving complex protein 1 - common 
wheat X Sanduri wheat >gi_21844_emb_CAA40670_ (X57408) 
33kDa oxygen evolving protein of photosystem II [Triticiim 
aestiviim] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400293 

LIB3431-033-P1-K1-C9 

BLASTX 

g2507455 

617 

2.0e-64 

141 

82 

FORMATE—TETRAHYDROFOLATE LIGASE { FORMYLTETRAHYDROFOLATE 

SYNTHETASE) (FHS) (FTHFS) >gi_322401_pir ^A43350 

formate — tetrahydrof olate ligase (EC 6.3.4.3) - spinach 
>gi_170145 (M83940) 10-formyltetrahydrof olate synthetase 
[Spinacia oleracea] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400294 

LIB3431-033-P1-K1-D1 

BLASTN 

g3789953 

317 

l.Oe-178 

317 

100 

Oryza sativa chlorophyll a/b-binding protein precursor 
(Cab26) mRNA, nuclear gene encoding chloroplast protein, 
complete cds 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400295 

LIB3431-033-P1-K1-D10 

BLASTX 

g3201656 

178 

6,0e-13 

85 

47 

(AF005933) galactokinase [Lactobacillus casei] 



Seq. No. 
Seq. ID 
Method 



400296 

LIB3431-033-P1-K1-D11 
BLASTX 



51252 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3885888 
180 

4.0e-13 

83 
52 

(AF093632) 



high mobility group protein [Oryza sativa] 



400297 

LIB3431-033-P1-K1-D12 

BLASTX 

g2407281 

674 

5.0e-71 

127 

98 

(AF017363) ribulose 1, 5-bisphosphate carboxylase small 
subunit [Oryza sativa] 



Seq. No. 


400298 


Seq. ID 


LIB3431-033-P1-K1-D2 


Method 


BLASTN 


NCBI GI 


g20262 


BLAST score 


225 


E value 


l.Oe-123 


Match length 


225 


% identity 


100 


NCBI Description 


0. sativa light-induced mRNA 


Seq. No. 


400299 


Seq, ID 


LIB3431-033-P1-K1-D4 


Method 


BLASTX 


NCBI GI 


g5729802 


BLAST score 


254 


E value 


8,0e-22 


Match length 


53 


% identity 


83 


NCBI Description 


similar to S. pombe diml+ >< 




homolog [Homo sapiens] 


Seq. No. 


400300 


Seq. ID 


LIB3431-033-P1-K1-D5 


Method 


BLASTX 


NCBI GI 


gll69798 


BLAST score 


688 


E value 


l.Oe-72 


Match length 


145 



(AF023611) Dimlp 



% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



92 

GLUCOSE- 6-PHOSPHATE ISOMERASE, CYTOSOLIC B (GPI-B) 
(PHOSPHOGLUCOSE ISOMERASE B) (PGI-B) ( PHOSPHOHEXOSE 
ISOMERASE B) (PHI-B) >gi_639686_dbj_BAA0814 9_ (D45218) 
phosphoglucose isomerase (Pgi-b) [Oryza sativa] 

400301 

LIB3431-033-P1-K1-D6 

BLASTX 

g3345477 

662 



51253 



0 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



l.Oe-69 

125 

100 

(AB016283) carbonic anhydrase [Oryza sativa] 
400302 

LIB3431-033-P1-K1-D7 

BLASTX 

g5923670 

296 

8.0e-27 

99 

57 

(AC009326) unknown protein [Arabidopsis thaliana] 
400303 

LIB3431-033-P1-K1-D8 

BLASTX 

g3885513 

276 

2.0e-24 

74 

62 

(AF084201) similar to chloroplast SOS ribosomal protein L31 
[Medicago sativa] 



Seq. No. 


400304 


Seq. ID 


LIB3431-033-P1-K1-E1 


Method 


BLASTX 


NCBI GI 


g3980417 


BLAST score 


385 


E value 


4.0e-37 


Match length 


118 


% identity 


32 


NCBI Description 


(AC004561) pumilio-like prote 


Seq. No. 


400305 


Seq. ID 


LIB3431-033-P1-K1-E10 


Method 


BLASTN 


NCBI GI 


g3885891 


BLAST score 


121 


E value 


2.0e-61 


Match length 


170 


% identity 


99 


NCBI Description 


Oryza sativa photo syst em- 1 F 




mRNA, complete cds 


Seq. No. 


400306 


Seq. ID 


LIB3431-033-P1-K1-E11 


Method 


BLASTX 


NCBI GI 


gl32105 


BLAST score 


579 


E value 


7.0e-60 


Match length 


106 



subunit precursor (PSI-F) 



% identity 

NCBI Description 



100 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 
(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 



51254 



€1 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



ribulose-bisphosphate carboxylase {EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208__dbj_BAA00538__ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 

400307 

LIB3431-033-P1-K1-E12 

BLASTX 

g82080 

436 

4.0e-43 

124 

68 

chlorophyll a/b-binding protein type III precursor - tomato 

>gi_226872_prf 1609235A chlorophyll a/b binding protein 

[Lycopersicon esculentum] 



Seq. No. 


400308 


Seq. ID 


LIB3431-033-P1-K1-E3 


Method 


BLASTX 


NCBI GI 


g3345477 


BLAST score 


630 


E value 


6.0e-66 


Match length 


135 


% identity 


90 


NCBI Description 


(AB016283) carbonic anhydrase [Oryza sativa] 


Seq. No. 


400309 


Seq. ID 


LIB3431-033-P1-K1-E4 


Method 


BLASTX 


NCBI GI 


g417260 


BLAST score 


410 


E value 


5.0e-40 


Match length 


128 


% identity 


65 


NCBI Description 


LIGHT REGULATED PROTEIN PRECURSOR >gi_4 22003 


lirl protein - rice >gi__20263_emb_CAA48706_ ' 




light-regulated gene [Oryza sativa] 


Seq. No. 


400310 


Seq. ID 


LIB3431-033-P1-K1-E5 


Method 


BLASTX 


NCBI GI 


gll5787 


BLAST score 


376 


E value 


4.0e-36 


Match length 


73 



_pir S33632 

{X68807) 



% identity 

NCBI Description 



99 

CHLOROPHYLL A-B BINDING PROTEIN 2 PRECURSOR (LHCII TYPE I 

CAB-2) (LHCP) >gi_82461_pir S03706 chlorophyll a/b-binding 

protein 2R precursor - rice >gi_20182_emb_CAA32109_ 
{X13909) chlorophyll a/b-binding preprotein (AA -28 to 235) 
[Oryza sativa] 



Seq. No. 



400311 



51255 



ID 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3431-033-P1-K1-E6 

BLASTX 

gll5787 

491 

l.Oe-49 

121 

83 

CHLOROPHYLL A-B BINDING PROTEIN 2 PRECURSOR (LHCII TYPE I 

CAB-2) (LHCP) >gi_82461_pir S03706 chlorophyll a/b-binding 

protein 2R precursor - rice >gi_20182_einb__CAA32109_ 

(X13909) chlorophyll a/b-binding preprotein (AA -28 to 235) 

[Oryza sativa] 



Seq. No. 400312 

Seq, ID LIB3431-033-P1-K1-E7 

Method BLASTX 

NCBI GI g3126854 

BLAST score 634 

E value 2-0e-66 

Match length 124 

% identity 97 

NCBI Description (AF061577) chlorophyll a/b binding protein [Oryza sativa] 

Seq. No. 400313 

Seq. ID LIB3431-033-P1-K1-E8 

Method BLASTX 

NCBI GI gl32105 

BLAST score 426 

E value 6.0e-42 

Match length 77 

% identity 100 



NCBI Description RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor {clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 {AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 

400314 

LIB3431-033-P1-K1-E9 
BLASTX 
g2072555 
237 

9.0e-20 
44 
100 

(AF001396) metallothionein-like protein [Oryza sativa] 
>gi_6103441_gb_AAF03603.1_ (AF147786) metallothionein-like 
protein [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 400315 

Seq. ID LIB3431-033-P1-K1-F1 

Method BLASTX 

NCBI GI g3249064 



51256 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



456 

7.0e-48 

145 

61 

(AC004473) Strong similarity to trehalose-6-phosphate 
synthase homolog gb_2245136 from A. thaliana chromosome 4 
contig gb_Z97344. [Arabidopsis thaliana] 

400316 

LIB3431-033-P1-K1-F10 

BLASTX 

g2407281 

638 

8.0e-67 

124 
94 

{AF017363) ribulose 1, 5-bisphosphate carboxylase small 
subunit [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% ' identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400317 

LIB3431-033-P1-K1-F11 

BLASTX 

g2921158 

383 

4.0e-37 

102 
75 

(AF022909) ClpC [Arabidopsis thaliana] 
400318 

LIB3431-033-P1-K1-F2 

BLASTX 

g6056372 

224 

2,0e-18 

75 

59 

{AC009894) Very similar to receptor-like serine/threonine 
kinase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400319 

LIB3431-033-P1-K1-F4 

BLASTN 

g3273244 

56 

2.0e-22 

132 

86 

Oryza sativa DNA for NLS receptor, 



complete cds 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



400320 

LIB3431-033-P1-K1-F7 

BLASTX 

gl617197 

277 

2.0e-24 
70 



51257 



% identity 73 
NCBI Description (Z72488) CP12 [Nicotiana tabacum] 

Seq. No. 400321 

Seq. ID LIB3431-033-P1-K1-F8 

Method BLASTX 

NCBI GI g320618 

BLAST score 380 

E value 4. Oe-44 

Match length 108 

% identity 86 

NCBI Description chlorophyll a/b-binding protein I precursor - rice 

>gi__218172_dbj__BAA00536_ {D00641) type I light-harvesting 
chlorophyll a/b-binding protein [Oryza sativa] 

>gi_227611_prf 1707316A chlorophyll a/b binding protein 1 

[Oryza sativa] 

400322 

LIB3431-033-P1-K1-F9 
BLASTX 
gl32105 
595 

9.0e-62 
129 
87 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AFG17364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_22637 5_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 

Seq. No. 400323 

Seq. ID LIB3431-033-P1-K1-G1 

Method BLASTX 

NCBI GI g2662310 

BLAST score 173 

E value 3.0e-12 

Match length 34 

% identity 100 

NCBI Description (AB009307) bpwl [Hordeum vulgare] 

Seq. No. 400324 

Seq. ID LIB3431-033-P1-K1-G10 

Method BLASTX 

NCBI GI g5824418 

BLAST score 284 

E value 2.0e-25 

Match length 111 

% identity 49 

NCBI Description (Z36948) similar to polypyrimidine tract binding protein 
[Caenorhabditis elegans] 

Seq. No. 400325 




Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



51258 



Seq- ID 


LIBo4ol-U J J- 


Method 


bliAo i A 


NCBI GI 


g3075488 


BLAST score 


592 


E value 


2 . Oe-61 


Match length 


lie 

115 


% identity 


96 


NCBI Description 


{AF058796) ( 


Seq. No, 


400326 


Seq. ID 


LIB3431-0io- 


Method 


BLASTX 


NCBI GI 


g4678927 


BLAST score 


188 


E value 


5 . Oe-14 


Match length 


140 


% identity 


37 


NCBI Description 


(AL049711) . 


Seq. No. 


400327 


Seq. ID 


LIB3431-03O 


Method 


BLASTX 


NCBI GI 


— ^ AT QQ 

g4 u / y / yo 


BLAST score 


359 


E value 


4.0e-34 


Match length 


112 


% identity 


67 


NCBI Description 


{AF052203) 



-P1-K1-G12 



hypothetical protein [Arabidopsis thaliana] 



23 kDa polypeptide of photosystem II [Oryza 



sativa] 



Seq. No. 


400328 


Seq. ID 


LIB3431-033-P1-K1-G3 


Method 


BLASTX 


NCBI GI 


g2306981 


BLAST score 


482 


E value 


2.0e-48 


Match length 


86 


% identity 


98 


NCBI Description 


(AF010321) photosystem I 


Seq, No. 


400329 


Seq. ID 


LIB3431-033-P1-K1-G4 


Method 


BLASTX 


NCBI GI 


g4836892 


BLAST score 


427 


E value 


3.0e-46 


Match length 


136 


% identity 


72 


NCBI Description 


(AC007369) Putative RNA 


Seq, No. 


400330 


Seq. ID 


LIB3431-033-P1-K1-G6 


Method 


BLASTX 


NCBI GI 


gl710551 


BLAST score 


277 


E value 


2.0e-24 


Match length 


51 



51259 



o 



% identity 

NCBI Description 



98 

60S RIBOSOMAL PROTEIN L39 >gi_1177369_emb_CAA64728 . 1_ 
{X95458) ribosomal protein L39 [Zea mays] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



400331 

LIB3431-033-P1-K1-G7 

BLASTX 

g733454 

448 

l.Oe-44 

107 

80 

{U23188) chlorophyll a/b-binding apoprotein CP26 precursor 
[Zea mays] 

400332 

LIB3431-033-P1-K1-G9 

BLASTX 

g3184098 

393 

4.0e-38 

143 

51 

(AL023777) coenzyme a synthetase [Schizosaccharomyces 
pombe] 

400333 

LIB3431-033-P1-K1-H1 

BLASTX 

g584741 

377 

3.0e-36 

107 

69 

ANKYRIN REPEAT PROTEIN (AKRP) >gi_3224 61_pir JQ1729 

ankyrin-repeat protein - Arabidopsis thaliana >gi_16674 4 
(M82883) ankyrin repeat-containing protein [Arabidopsis 
thaliana] 

400334 

LIB3431-033-P1-K1-H10 

BLASTX 

gl617197 

286 

2.0e-25 

76 

74 

(272488) CP12 [Nicotiana tabacum] 
400335 

LIB3431-033-P1-K1-H12 

BLASTX 

gll70745 

384 

4.0e-37 

116 

57 



51260 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LATE EMBRYOGENESIS ABUNDANT PROTEIN LEA14-A >gi_167326 
(M88321) Group 4 late embryogenesis-abundant protein 
[Gossypium hirsutum] >gi_167328 (M88322) Group 4 late 
embryogenesis-abundant protein [Gossypium hirsutum] 

400336 

LIB3431-033-P1-K1-H2 

BLASTX 

g2570511 

580 

4.0e-60 

111 

98 

(AF022738) chlorophyll a-b binding protein [Oryza sativa] 
400337 

LIB3431-033-P1-K1-H4 

BLASTN . 

g2072554 

173 

l.Oe-92 

249 

92 

Oryza sativa metallothionein-like protein mRNA, complete 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400338 

LIB3431-033-P1-K1-H7 

BLASTX 

gl32105 

582 

3.0e-60 

125 

87 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68 094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1 , 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 



400339 

LIB3431-033-P1-K1-H9 

BLASTX 

gl70131 

383 

6.0e-37 

98 

71 

{M55322) ribosomal protein 30S subunit 
400340 

LIB3431-033-P1-N1-A1 
BLASTX 



[Spinacia oleracea] 



51261 



€1 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3789948 
167 

l,Oe-ll 

34 
97 

{AF094773) translation initiation factor 5A [Oryza sativa] 
400341 

LIB3431-033-P1-N1-A11 - 

BLASTX 

gll5784 

145 

4.0e-09 

26 

100 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I (CAB) 
(LHCP) >gi_167525 {M16058) chlorophyll a/b-binding protein 
[Cuciomis sativus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400342 

LIB3431-033-P1-N1-A12 

BLASTX 

g548603 

294 

l.Oe-26 

57 

96 

PHOTOS YSTEM I REACTION CENTRE SUBUNIT II PRECURSOR 
(PHOTOSYSTEM I 20 KD SUBUNIT) (PSI-D) 

>gi__478404_pir JQ2247 photosystem I chain D precursor - 

barley >gi_167085 (M98254) PSI-D subunit [Hordeum vulgare] 

400343 

LIB3431-033-P1-N1-A3 

BLASTN 

g2306980 

229 

l.Oe-126 

254 

98 

Oryza sativa photosystem I antenna protein 
complete cds 



(Lhca) mRNA, 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



400344 

LIB3431-033-P1-N1-A4 

BLASTX 

g2286153 

249 

2.0e-21 

50 

94 

(AF007581) cytoplasmic malate dehydrogenase [Zea mays] 
400345 

LIB3431-033-P1-N1-A5 

BLASTN 

g2570514 



51262 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



141 

2.0e-73 

227 

91 

Oryza sativa glycolate oxidase (GOX) mRNA, complete cds 
400346 

LIB3431-033-P1-N1-A6 

BLASTN 

g728629 

269 

l.Oe-149 

288 

99 

0. sativa mRNA for PCR clone D 
400347 

LIB3431-033-P1-N1-A7 

BLASTX 

g710308 

209 

l.Oe-16 
43 
88 

{U11693) 



victorin binding protein [Avena sativa] 



400348 

LIB3431-033-P1-N1-A8 

BLASTX 

g5733866 

142 

5.0e-09 

34 
74 

(AC007932) Contains similarity to gb_M73488 
1-aminocyclopropane-l-carboxylate deaminase from 
Pseudomonas sp. ESTs gb_Z18033 and gb_Z34214 come from 
this gene. [Arabidopsis thaliana] 

400349 

LIB3431-033-P1-N1-A9 

BLASTN 

g218207 

250 

l.Oe-138 

250 

100 

Oryza sativa mRNA for the small subunit of 

ribulose-1, 5-bisphosphate carboxylase, complete cds, clone 
pOSSS1139 

400350 

LIB3431-033-P1-N1-B1 

BLASTN 

g20177 

299 

l.Oe-167 



51263 





Match length 


321 




% identity 


99 




NCBI Description 


Rice cablR gene for light harvesting chlorophyll 






a/b-binding protein 




Seq. No. 


400351 




Seq. ID 


LIB3431-u33-Pl-Nl-Bo 




Method 


BLAST A 




NCBI GI 


gl421730 




BLAST score 


201 




E value 


1 . Oe-15 




Match length 


40 




% identity 


95 




NCBI Description 


(U4oUoz) Rc2 [Ziea maysj 




Seq. No. 


400352 




Seq. ID 


LIB3431-033-P1-N1-C11 




Method 


-r TV nnrv 

BLASTX 




NCBI GI 


g3281853 




BLAST score 


200 




E value 


1. Oe-15 




Match length 


70 


flE 


% identity 


59 




NCBI Description 


{AL031004) putative protein [Arabidopsis thaliana] 


2r 


Seq. No. 


400353 




Seq. ID 


LIB3431-033-P1-N1-C2 


y ^ 


Method 


BLASTN 




NCBI GI 


g6006355 


pi 


BLAST score 


221 




E value 


1. Oe-121 


I:::.! 


Match length 


331 




% identity 


100 




NCBI Description 


Oryza sativa genomic DNA, chromosome 6, clone : P0493C11 


Si 


Seq. No, 


400354 




Seq. ID 


LIB3431-033-P1-N1-C4 




Method 


BLASTX 




NCBI GI 


g551047 




BLAST score 


209 




E value 


1 . Oe-16 




Match length 


42 




% identity 


93 




NCBI Description 


{X79277) type II LHCI [Lolium temulentum] 




Seq. No. 


400355 




Seq. ID 


LIB3431-033-P1-N1-C5 




Method 


BLASTN 




NCBI GI 


gzlo 1 /I 




BLAST score 


72 




E value 


2,0e-32 




Match length 


112 




% identity 


91 




NCBI Description 


Oryza sativa mRNA for type I light-harvesting chlorophyll 



a/b binding protein of photosystem II (LHCPII), complete 
cds 



51264 



Seq. No. 


A n n o c 


Seq. ID 


TT'DQ/1'31 ri'5'5_l 


Method 


"DT TiCTM 
jDliilb i IN 


NCBI GI 


g5091597 


BLAST score 


33 


E value 


4 . Oe-09 


Match length 




% identity 


93 


NCBI Description 


Oryza sativa 


Seq. No. 


A n o c ^7 

400 Jo / 


Seq. ID 




Method 


BLAolA 


NCBI bi 


gfi ozoxi 


BLAST score 


171 


E value 


3.0e-12 


Match length 


33 


% identity 


100 


NCBI Description 


photosystem 



complex protein 1 [Oryza sativa] 



2002393A oxygen-evolving 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400358 

LIB3431-033-P1-N1-C8 

BLASTX 

g482311 

315 

5.0e-29 

63 

100 

photosystem II oxygen-evolving complex protein 1 - rice 

(strain Nihonbare) >gi_739292_prf 2002393A oxygen-evolving 

complex protein 1 [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400359 

LIB3431-033-P1-N1-D1 

BLASTN 

g3789953 

317 

l.Oe-178 

317 

100 

Oryza sativa chlorophyll a/b-binding protein precursor 
{Cab26) mRNA, nuclear gene encoding chloroplast protein, 
complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400360 

LIB3431-033-P1-N1-D11 

BLASTN 

g3885887 

297 

l.Oe-166 

301 

100 

Oryza sativa high mobility group protein (HMG) mRNA, 
complete cds 



51265 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400361 

LIB3431-033-P1-N1-D12 

BLASTN 

g218209 

134 

3.0e-69 

285 
99 

Oryza sativa mElNA for the small subunit of 

ribulose-1, 5-bisphosphate carboxylase, complete cds, clone 

POSSS2106 



Seq* No. 


400362 


Seq. ID 


LIB3431-033-P1-N1-D2 


Mpthnd 


BLASTN 


NCBI GI 


g20262 


BLAST score 


162 


E value 


5.0e-8 6 


Match length 


210 


% identity 


94 


NCBI Description 


0. sativa 1 ight- induced mRNA 


Seq. No. 


400363 


Seq. ID 


LIB3431-033-P1-N1-D4 


Method 


BLASTX 


NCBI GI 


g5729802 


BLAST score 


154 


E value 


3.0e-10 


Match length 


32 


% identity 


84 


NCBI Description 


similar to S. pombe diml+ >g: 




homolog [Homo sapiens] 


Seq. No. 


400364 


Seq. ID 


LIB3431-033-P1-N1-D5 


Method 


BLASTX 


NCBI GI 


gll69798 


BLAST score 


233 


E value 


2.0e-19 


Match length 


46 



% identity 

NCBI Description 



100 

GLUCOSE- 6-PHOSPHATE ISOMERASE, CYTOSOLIC B (GPI-B) 
(PHOSPHOGLUCOSE ISOMERASE B) (PGI-B) (PHOSPHOHEXOSE 
ISOMERASE B) (PHI-B) >gi_639686_dbj_BAA08149_ (D45218) 
phosphoglucose isomerase (Pgi-b) [Oryza sativa] 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400365 

LIB3431-033-P1-N1-D6 

BLASTN 

g3345476 

295 

l.Oe-165 

299 

100 

Oryza sativa gene for carbonic anhydrase^ complete cds 



Seq. No. 



400366 



51266 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq- No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3431-033-P1-N1-D7 

BLASTX 

g5923670 

177 

7.0e-13 
70 
50 

(AC009326) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



unknown protein [Arabidopsis thaliana] 



PRECURSOR 



400367 

LIB3431-033-P1-N1-E10 

BLASTX 

g3885892 

258 

2.0e-22 

51 

100 

{AF093634) photosystem-1 F subunit precursor [Oryza sativa] 
400368 

LIB3431-033-P1-N1-E11 

BLASTX 

gl32105 

186 

6.0e-14 
35 
100 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C 

(RUBISCO SMALL SUBUNIT C) >gi_68 094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
{D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 

400369 

LIB3431-033-P1-N1-E12 

BLASTX 

gll5813 

176 

l.Oe-12 

41 

80 

CHLOROPHYLL A-B BINDING PROTEIN 8 PRECURSOR (LHCI TYPE III 
CAB-8) >gi_19182_emb_CAA33330_ (X15258) Type III 
chlorophyll a/b-binding protein [Lycopersicon esculentum] 

400370 

LIB3431-033-P1-N1-E3 

BLASTX 

g606817 

182 

2.0e-13 

34 

97 



51267 



NCBI Description (U08404) carbonic anhydrase [Oryza sativa] 

>gi_5917783_gb_AAD56038.1_AF182806_l (AF182806) carbonic 
anhydrase 3 [Oryza sativa] 

Seq. No. 400371 

Seq. ID LIB3431-033-P1-N1-E4 

Method BLASTN 

NCBI GI g20262 

BLAST score 282 

E value l.Oe-157 

Match length 290 

% identity 99 

NCBI Description 0. sativa light-induced mRNA 

Seq. No. 400372 

Seq. ID LIB3431-033-P1-N1-E5 

Method BLASTX 

NCBI GI g421916 

BLAST score 156 

E value 2.0e-10 

Match length 29 ^ 

% identity 97 ^ ^^ 

NCBI Description chlorophyll a/b-binding protein - English xvy (fragment) 
>gi_12582_emb_CAA48410_ (X68333) light harvesting 
chlorophyll a /b binding protein [Hedera helix] 

Seq. No. 400373 

Seq. ID LIB3431-033-P1-N1-E6 

Method BLASTN 

NCBI GI g20181 

BLAST score 190 

E value l.Oe-102 

Match length 194 

% identity 99 

NCBI Description Rice cab2R gene for light harvesting chlorophyll 
a/b-binding protein 

400374 

LIB3431-033-P1-N1-E7 
BLASTN 
g3126853 
128 

l.Oe-65 
189 
97 

Oryza sativa chlorophyll a/b binding protein (RCABP89) 
mRNA, nuclear gene encoding chloroplast protein, complete 
cds 

Seq. No. 400375 

Seq. ID LIB3431-033-P1-N1-E8 

Method BLASTN 

NCBI GI g218207 

BLAST score 205 

E value l.Oe-111 

Match length 240 

% identity 97 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



51268 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Oryza sativa mRNA for the small subunit of 
ribulose-l,5-bisphosphate carboxylase, complete cds, clone 
pOSSS1139 

400376 

LIB3431-033-P1-N1-E9 

BLASTN 

g2072554 

157 

4,0e-83 

185 

96 

Oryza sativa metallothionein-like protein mRNA, complete 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400377 

LIB3431-033-P1-N1-F10 

BLASTN 

g218209 

34 

2.0e-09 

50 

92 

Oryza sativa mRNA for the small subunit of 

ribulose-1, 5-bisphosphate carboxylase, complete cds, clone 

pOSSS2106 

400378 

LIB3431-033-P1-N1-F8 

BLASTN 

g20177 

346 

O.Oe+00 

365 

99 

Rice cablR gene for light harvesting chlorophyll 
a/b-binding protein 

400379 

LIB3431-033-P1-N1-F9 

BLASTX 

gl32105 

293 

2.0e-26 

57 

98 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj__BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 



Seq. No. 



400380 



51269 



€1 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3431-033-P1-N1-G1 

BLASTN 

g2662309 

53 

8.0e-21 

61 

97 

Hordeum vulgare mRNA for bpwl, complete cds 
400381 

LIB3431-033-P1-N1-G11 

BLASTX 

g2326947 

231 

4.0e-19 

44 

100 

(Z50801) Chlorophyll a/b-binding protein CP29 precursor 
[Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400382 

LIB3431-033-P1-N1-G2 

BLASTN 

g4079797 

129 

3.0e-66 

251 

100 

Oryza sativa 23 kDa polypeptide of photosystem II mRNA, 
complete cds 

400383 

LIB3431-033-P1-N1-G3 

BLASTX 

gl076724 

268 

2.0e-23 

52 
96 

LHCI-680, photosystem I antenna protein - barley 
>gi_666054_emb_CAA59049_ (X84308) LHCI-680, photosystem I 
antenna protein [Hordeiom vulgare] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400384 

LIB3431-033-P1-N1-G4 

BLASTX 

g2673917 

154 

4.0e-10 

43 

65 

(AC002561) putative ATP-dependent RNA helicase [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 



400385 

LIB3431-033-P1-N1-G6 
BLASTX 



51270 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl710551 
248 

4.0e-21 

46 

98 

60S RIBOSOMAL PROTEIN L39 >gi_1177369__einb__CAA64728 . 1_ 
{X95458) ribosomal protein L39 [Zea mays] 



beq. No. 


4UUOO b 


Seq. ID 


LIB3431-033-P1-N1-G7 


Method 


BLASTN 


NCBI GI 


gzu /33 / y 


BLAST score 


Q O 
OO 


E value 


o . ue 4z 


Match length 


88 


% identity 


100 


NCBI Description 


Rice CP26 mRNA, partial 


Seq. No. 


400387 


Seq. ID 


LIB3431-033-P1-N1-G9 


Method 


BLASTX 


NCBI GI 


g586339 


BLAST score 


207 


E value 


3.0e-16 


Match length 


71 


% identity 


51 


NCBI Description 


PEROXISOMAL-COENZYME A 



probable AMP-binding protein - yeast (Saccharomyces 
cerevisiae) >gi_536615_emb_CAA85185_ {Z36091) ORF YBR222c 
[Saccharomyces cerevisiae] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400388 

LIB3431-033-P1-N1-H10 

BLASTX 

gl617197 

152 

6.0e-10 

30 
90 

(Z72488) CP12 [Nicotiana tabacum] 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400389 

LIB3431-033-P1-N1-H12 

BLASTX 

gll70745 

331 

2.0e-33 

103 

67 

LATE EMBRYOGENESIS ABUNDANT PROTEIN LEA14-A >gi_167326 
{M88321) Group 4 late eiabryogenesis-abundant protein 
[Gossypium hirsutum] >gi_167328 (M88322) Group 4 late 
embryogenesis-abundant protein [Gossypium hirsutum] 



Seq. No. 
Seq. ID 
Method 



400390 

LIB3431-033-P1-N1-H2 
BLASTX 



51271 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4689380 
258 

3.0e"22 

52 

94 

{AF139465) LHCII type III chlorophyll a/b binding protein 
[Vigna radiata] 

400391 

LIB3431-033-P1-N1-H4 

BLASTN 

g2072554 

290 

l,0e-162 

294 

100 

Oryza sativa metallothionein-like protein mRNA, complete 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400392 

LIB3431-033-P1-N1-H7 

BLASTX 

gl32105 

301 

2.0e-27 

57 

100 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1,39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_db j_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi__226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 



Seq. No. 


400393 


Seq. ID 


LIB3431-033-P1-N1-H9 


Method 


BLASTX 


NCBI GI 


gl70131 


BLAST score 


152 


E value 


6.0e-10 


Match length 


47 


% identity 


64 


NCBI Description 


(M55322) ribosomal protein 30S 


Seq. No. 


400394 


Seq. ID 


LIB3431-034-P1-K1-A11 


Method 


BLASTX 


NCBI GI 


g4469021 


BLAST score 


268 


E value 


2.0e-23 


Match length 


78 


% identity 


69 


NCBI Description 


{AL035602) hypothetical protei: 



[Arabidopsis thaliana] 



51272 









LIB3431-034-P1-K1-A12 




BLASTX 


NCBI GI 


gl835731 


BLAST score 


310 


Hi Va±uG 




^yi ^ 4^ n I n 


7 1 


•5 luenuii-y 


o o 






o e cj • iN o • 






T. 11^34 31 -03 4 -PI -Kl - A? 




RT.ASTX 


NCBI GI 


0548605 


BLAST score 


522 


E value 


3.0e-53 


Match length 


114 


% identity 


91 


NCBI Description 


PHOTOSYSTEM I REACTION 



NTRE SUBUNIT X PRECURSOR 
(LIGHT-HARVESTING COMPLEX I 7 KD PROTEIN) (PSI-K) 

>gi_539055_pir ^A48527 photosystem I protein psaK precursor 

- barley >gi__304220 (L12707) photosystem I PSI-K subunit 
[Hordeum vulgare] 



Seq. No. 


400397 


Seq. ID 


LIB34 31-034 -Pl-Kl -A3 


Method 


BLASTX 


NCBI GI 


g3080375 


BLAST score 


386 


E value 


3.0e-37 


Match length 


118 


% identity 


64 


NCBI Description 


{AL022580) putative protein [Arabidopsis 


Seq. No. 


400398 


Seq. ID 


LIB3431-034-P1-K1-A4 


Method 


BLASTN 


NCBI GI 


g6015437 


BLAST score 


36 


E value 


l.Oe-10 


Match length 


47 


% identity 


65 


NCBI Description 


Homo sapiens PEXl mRNA, complete cds 


Seq. No. 


400399 


Seq. ID 


LIB3431-034-P1-K1-A6 


Method 


BLASTX 


NCBI GI 


g3420055 


BLAST score 


294 


E value 


2.0e-26 


Match length 


62 


% identity 


89 


NCBI Description 


(AC004 680) cyclophilin [Arabidopsis thai 


Seq. No, 


400400 


Seq. ID 


LIB3431-034-P1-K1-A7 


Method 


BLASTN 



51273 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g5091597 
141 

3.0e-73 

225 

26 

Oryza sativa chromosome 1 BAC 10A19I, complete sequence 



400401 

LIB3431-034-P1-K1-A8 

BLASTX 

g3123270 

643 

2.0e-67 

130 

95 

4 OS RIBOSOMAL PROTEIN S4 
>gi_2 4 6333 5__emb_CAA7 5 2 4 2_ 
[Oryza sativa] 



(SCAR PROTEIN SS620) 
{Y15009) ribosomal protein S4 



400402 

LIB3431-034-P1-K1-A9 

BLASTX 

gl532168 

179 

4.0e-13' 

53 

60 

(U63815) localized according to blastn similarity to EST 
sequences; therefore, the coding span corresponds only to 
an area of similarity since the initation codon and stop 
codon could not be precisely determined [Arabidopsis 
thaliana] 



Seq. No. 


400403 


Seq. ID 


LIB3431-034-P1-K1-B1 


Method 


BLASTN 


NCBI GI 


g6015437 


BLAST score 


39 


E value 


2.0e-12 


Match length 


39 


% identity 


100 


NCBI Description 


Homo sapiens PEXl mRNA, 


Seq. No. 


400404 


Seq. ID 


LIB3431-034-P1-K1-B10 


Method 


BLASTX 


NCBI GI 


g320618 


BLAST score 


521 


E value 


4,0e-53 


Match length 


115 


% identity 


86 


NCBI Description 


chlorophyll a/b-binding 



>gi_218172_dbj_BAA00536_ (D00641) type I light -harvesting 
chlorophyll a/b-binding protein [Oryza sativa] 

>gi_227 611_prf 1707316A chlorophyll a/b binding protein 1 

[Oryza sativa] 



51274 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400405 

LIB3431-034-P1-K1-B11 

BLASTX 

g2598589 

250 

2.0e-21 

94 
51 

(Y15367) MtN19 [Medicago truncatula] 
400406 

LIB3431-034-P1-K1-B2 

BLASTX 

g4079798 

342 

3.0e-32 

104 

66 

{AF052203) 
sativa] 



23 kDa polypeptide of photosystem II [Oryza 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400407 

LIB3431' 

BLASTX 

gl29231 

740 

9.0e-79 

142 

98 

ORYZAIN 
(EC 3.4 
>gi_218 
[Oryza 



•034-P1-K1-B3 



ALPHA CHAIN PRECURSOR >gi_67644__pir KHRZOA oryzain 

.22.-) alpha precursor - rice 

181_dbj__BAA14402_ (D90406) oryzain alpha precursor 
sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400408 

LIB3431-034-P1-K1-B5 

BLASTN 

gl815627 

166 

3.0e-88 

166 
100 

Oryza sativa metallothionein-like type 2 
complete cds 



(OsMT-2) mRNA, 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400409 

LIB3431-034-P1-K1-B6 

BLASTX 

g480450 

352 

3.0e-33 

76 
89 

ketol-acid reductoisomerase (EC 1.1.1.86) - Arabidopsis 
thaliana >gi_402552_emb_CAA4 9506__ (X69880) ketol-acid 
reductoisomerase [Arabidopsis thaliana] 



51275 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400410 

LIB3431-034-P1-K1-B7 

BLASTX 

g4587571 

148 

2.0e-15 

82 

56 

(AC006550) Belongs to the PF_01027 Uncharacterized protein 
family UPF0005 with 7 transmembrane domains. [Arabidopsis 
thaliana] 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400411 

LIB3431-034-P1-K1-B9 

BLASTX 

g2492514 

672 

7.0e-71 

141 

94 

CELL DIVISION PROTEIN FTSH HOMOLOG PRECURSOR 
>gi_1483215_€mb_CAA68141_ (X99808) chloroplast FtsH 
protease [Arabidopsis thaliana] 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400412 

LIB3431-034-P1-K1-C11 

BLASTX 

g5091509 

509 

7.0e-52 

115 

88 

(AB023482) EST AU065533 (C2174 ) corresponds to a region of 
the predicted gene.; Similar to Homo sapiens splicing 
factor Prp8 mRNA, complete cds . (AF092565 ) [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400413 

LIB3431-034-Pl-Kl-C4^'-' 

BLASTX 

g464705 

594 

l.Oe-61 

122 

97 

403 RIBOSOMAL PROTEIN S13 >gi_419802_pir S30146 ribosomal 

protein S13.e - maize >gi_288059_emb_CAA44311_ (X62455) 
cytoplasmatic ribosomal protein S13 [Zea mays] 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400414 

LIB3431-034-P1-K1-D10 

BLASTN 

g218218 

67 

4.0e-29 

95 

93 

Oryza sativa p-SINEl-r3 gene. 



repeat sequence 



51276 



# 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400415 

LIB3431-034-P1-K1-D11 

BLASTX 

gl32096 

461 

2.0e-50 

125 
84 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN A PRECURSOR 
(RUBISCO SMALL SUBUNIT A) >gi_68095_pir RKRZS6 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 

precursor (clone pOSSS2106) - rice >gi__218210_dbj_BAA00539_ 
(D00644) small subunit of ribulose-1, 5-bisphosphate 

carboxylase (RuBPC) [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400416 

LIB3431-034-P1-K1-D12 

BLASTX 

g2072555 

237 

8.0e-20 

44 

100 

(AF001396) metallothionein-like protein [Oryza sativa] 
>gi_6103441_gb_AAF03603.1_ (AF147786) metallothionein-like 
protein [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400417 

LIB3431-034-P1-K1-D2 

BLASTX 

g439879 

285 

2,0e-25 

121 

51 

(L15194) [Golden delicious apple fruit expressed mRNA, 
complete cds.], gene product [Malus domestical 



Seq. No. 


400418 


Seq. ID 


LIB3431-034 


Method 


BLASTX 


NCBI GI 


g4539335 


BLAST score 


546 


E value 


5.0e-56 


Match length 


142 


% identity 


70 


NCBI Description 


(AL035539) ; 


Seq. No. 


400419 


Seq. ID 


LIB3431-034 


Method 


BLASTX 


NCBI GI 


g671740 


BLAST score 


647 


E value 


7,0e-68 


Match length 


119 


% identity 


100 



putative protein [Arabidopsis thaliana] 



51277 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



{X84730) ribulose-bisphosphate carboxylase [synthetic 
construct] 

400420 

LIB3431-034-P1-K1-D6 

BLASTX 

g461899 

506 

2.0e-51 

134 

69 

PEPTIDYL-PROLYL CIS-TRANS ISOMERASE, CHLOROPLAST PRECURSOR 
(PPIASE) (ROTAMASE) (CYCLOPHILIN) (CYCLOSPORIN A-BINDING 

PROTEIN) >gi_1076368_pir B53422 peptidylprolyl isomerase 

(EC 5.2.1.8) R0C4 - Arabidopsis thaliana >gi_4 05131 
(L14845) cyclophilin [Arabidopsis thaliana] >gi_1322278 
(U42724) cyclophilin [Arabidopsis thaliana] 

400421 

LIB3431-034-P1-K1-D7 

BLASTX 

gll5787 

535 

9.0e-55 

122 

88 

CHLOROPHYLL A-B BINDING PROTEIN 2 PRECURSOR (LHCII TYPE I 

CAB-2) (LHCP) >gi_82461_pir S03706 chlorophyll a/b-binding 

protein 2R precursor - rice >gi__20182_emb_CAA32109_ 

(X13909) chlorophyll a/b-binding preprotein (AA -28 to 235) 

[Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



400422 

LIB3431-034-P1-K1-D9 

BLASTX 

gl32105 

481 

2.0e-48 

109 

85 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi__68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
{D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 

400423 

LIB3431-034-P1-K1-E10 

BLASTX 

g320618 

551 

l.Oe-56 
120 



51278 



% identity 

NCBI Description 



chlorophyll a/b-binding protein I precursor - rice 
>gi_218172_dbj_BAA00536_ (D00641) type I light-harvesting 
chlorophyll a/b-binding protein [Oryza sativa] 

>gi_227611_prf 1707316A chlorophyll a/b binding protein 1 

[Oryza sativa] 



Seq. 
Seq. 



No, 
ID 



400424 
LIB3431- 



034-Pl-Kl-Ell 



Method 


n T TV omv 

BLASTX 


NCBI GI 


"3 n '3 ^ Q t; 1 


BLAST score 


'i Q "3 


E value 


4.0e-31 


Match length 


64 


% identity 


lUU 


NCBI Description 


(ABOlzooy) lignt nar^ 




[Nicotiana sylvestris 


Seq. No. 


400425 


Seq. ID 


LIB3431-034-P1-K1-E2 


Method 


BLASTX 


NCBI GI 


g505136 


BLAST score 


564 


E value 


4.0e-58 


Match length 


108 


% identity 


98 


NCBI Description 


(D30794) ferredoxin 


Seq. No, 


400426 


Seq. ID 


LIB3431-034-P1-K1-E4 


Method 


BLASTX 


NCBI GI 


g48o7olo 


BLAST score 


749 


E value 


8.0e-80 


Match length 


141 


% identity 


99 


NCBI Description 


(AB607628) homeobox < 


Seq. No. 


400427 


Seq. ID 


LIB3431-034-P1-K1-E5 


Method 


BLASTX 


NCBI GI 


g2492782 


BLAST score 


594 


E value 


l.Oe-61 


Match length 


138 


% identity 


76 


NCBI Description 


ALPHA-GALACTOSIDASE : 




(ALPHA-D-GALACTOSIDE 




alpha-galactosidase 


Seq. No. 


400428 


Seq. ID 


LIB3431-034-P1-K1-E6 


Method 


BLASTX 


NCBI GI 


g3250675 


BLAST score 


367 


E value 


5.0e-35 


Match length 


141 



>gi_504489 (L27992) 



51279 



% laentity 


Ob 




{ Pi'y A AQ, C\\ rMi+*a+**iT7o my/^'honn rZVvaV^"lH r\T^ qt q "PVij^I "1 ^Tiiil 
^rUjU^fx ^ O D J pu.Ua.LXvtr pi.(JL.t;Xii [^ral. ctJUXtJ,(J^o J. o L.XiciX-LCLiicL j 


beq. iNO. 


yi A A /I O Q 


beg. -LU 






RT aciTY 

oLirtO ± A 


NCBI GI 


g2104959 


BLAST score 


188 


E value 


4 • Ue"*X4 


iXiatcri lengtn 


4z 


-5 Identity 


ol 


jNUoJL uescixption 


\\J^Kij^O} liniuUnopnXXin [VlCXa. Xa.lJaJ 


beg. NO. 


A C\C\A '3n 


oecj. XU 


JjXJDofi J l U04 ±:± r\.X liiJ? 


ixieT-iioa. 


JDJ-tfiiD 1 IN 


LN v.' IJ J. OX 


^ ^ X O X / X 


BLAST score 


159 


E value 


4.0e-84 


Match length 


279 


% identity 


89 


NCBI Description 


Oryza sativa mRNA for type I light-harvesting chlorophyll 



a/b binding protein of photosystem II (LHCPII), complete 
cds 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400431 

LIB3431-034-P1-K1-F1 
BLASTX 
g320618 
435 

4.0e-43 
89 
94 

chlorophyll a/b-binding protein I 
>gi_218172_dbj_BAA00536_ {D00641) 
chlorophyll a/b-binding protein [Oryza sativa] 

>gi__227611_prf 1707316A chlorophyll a/b binding protein 1 

[Oryza sativa] 



precursor - rice 

type I light-harvesting 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400432 

LIB3431-034-P1-K1-F11 

BLASTX 

g3913018 

723 

8.0e-77 

139 

99 

FRUCTOSE-BISPHOSPHATE ALDOLASE, 
(ALDP) >gi_218155_dbj_BAA02730_ 
aldolase [Oryza sativa] 



CHLOROPLAST PRECURSOR 
(D13513) chloroplastic 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



400433 

LIB3431-034-P1-K1-F12 

BLASTX 

g283971 

365 

8.0e-35 



51280 



Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



O 

137 
51 

aldehyde dehydrogenase (NAD{P)+) (EC 1.2.1.5) 3 - human 
>gi_178375 (M77477) aldehyde dehydrogenase [Homo sapiens] 
>gi_300402_bbs_132241 (S61044) aldehyde dehydrogenase 
isozyme 3, ALDH3 {EC 1.2.1.3} [human, stomach. Peptide, 453 
aa] [Homo sapiens] 

400434 

LIB3431-034-P1-K1-F2 

BLASTX 

g6013233 

301 

3.0e-27 

140 

41 

(AF183932) ionotropic glutamate receptor homolog 
[Arabidopsis thaliana] 



Seq. No. 


400435 


Seq. ID 


LIB3431-034-P1-K1-F4 


Method 


BLASTX 


NCBI GI 


g3126854 


BLAST score 


675 


E value 


4.0e-71 


Match length 


127 


% identity 


100 


NCBI Description 


(AF061577) chlorophyll a/b binding 


Seq, No. 


400436 


Seq, ID 


LIB3431-034-P1-K1-F5 


Method 


BLASTX 


NCBI GI 


gll5794 


BLAST score 


218 


E value 


l.Oe-17 


Match length 


78 


% identity 


60 


NCBI Description 


CHLOROPHYLL A-B BINDING PROTEIN 13 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ' ID 



III CAB-13) >gi_72748_pir CDT033 chlorophyll a/b-binding 

protein type III precursor (cab-13) - tomato 
>gi_19277_emb_CAA42818_ (X60275) LHCII type III 
[Lycopersicon esculentum] 

400437 

LIB3431-034-P1-K1-F6 

BLASTX 

g6006363 

271 

7.0e-24 

51 

100 

(AP000559) ESTs AU078183{C62904) ,073912 {E21020) correspond 
to a region of the predicted gene.; Similar to water stress 
inducible protein (U74296) [Oryza sativa] 

400438 

LIB3431-034-P1-K1-F7 



51281 



9 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 
g82080 
408 

7.0e-40 

116 

68 

chlorophyll a/b-binding protein type III precursor - tomato 

>gi_226872__prf 1609235A chlorophyll a/b binding protein 

[Lycopersicon esculentum] 

400439 

LIB3431-034-P1-K1-F8 

BLASTX 

g548605 

550 

l.Oe-56 

124 

88 

PHOTOSYSTEM I REACTION CENTRE 
(LIGHT-HARVESTING COMPLEX I 7 



SUBUNIT X PRECURSOR 
KD PROTEIN) (PSI-K) 



>gi_539055_pir ^A48527 photosystem I protein psaK precursor 

- barley >gi_304220 (L12707) photosystem I PSI-K subunit 
[Hordetom vulgare] 

400440 

LIB3431-034-P1-K1-F9 

BLASTX 

g733454 

247 

5.0e-21 

67 

76 

(U23188) chlorophyll a/b-binding apoprotein CP26 precursor 
[Zea mays] 

400441 

LIB3431-034-P1-K1-G10 

BLASTX 

g2827533 

158 

l.Oe-10 

70 

50 

{AL021633) hypothetical protein [Arabidopsis thaliana] 
400442 

LIB3431-034-P1-K1-G11 

BLASTX 

g2407281 

641 

3.0e-67 

121 

98 

(AF017363) ribulose 1, 5-bisphosphate carboxylase small 
subunit [Oryza sativa] 



Seq. No. 



400443 



51282 



OCvJ^ « XL/ 


jjj.oo'iox uo^ irJ. Dl± \j±^ 


Method 


BLAST N 

* — * 1 -11— t J X 


NCBI GI 


g6015437 


BLAST score 


34 


xj V a J. Lie 


^ ♦ Uc i. u 




oo 




Q7 

J? / 




nuillU bd-pxcrib rrjAX ITLKiNii, COIlip±eTie 


Con- M/> 


^ U U ft ^ 


Seq. ID 


Uj^Lj^ ^ O J- U O *± JrX i\X 


Method 




NCBI GI 




BLAST score 


338 


E value 


l.Oe-31 


M^3tph 1 pnn"i"h 


X X W 


% identity 


63 


NCBI Description 


{AF052203) 23 kDa polypeptide of 




sativa] 


Seq. No, 


400445 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 



[Oryza 



LIB3431-034-P1-K1-G4 

BLASTX 

g3319357 

374 

7.0e-36 

118 

67 

{AF077407) contains similarity to phosphoenolpyruvate 
synthase (ppsA) (GB:AEQ01056) [Arabidopsis thaliana] 

400446 

LIB3431-034-P1-K1-G5 

BLASTX 

g3126854 

675 

4.0e-71 

127 

100 

(AF061577) chlorophyll a/b binding protein [Oryza sativa] 
400447 

LIB3431-034-P1-K1-G7 

BLASTN 

g6015437 

35 

2.0e-10 

35 

100 

Homo sapiens PEXl mRNA, complete cds 
400448 

LIB3431-034-P1-K1-H1 

BLASTX 

g2288988 

170 

6.0e-12 



51283 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq* No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



66 
47 

(AC002335) hypothetical protein [Arabidopsis thaliana] 
400449 

LIB3431-034-P1-K1-H11 

BLASTX 

g548605 

594 

l.Oe-61 

130 
91 

PHOTOSYSTEM I REACTION CENTRE 
(LIGHT-HARVESTING COMPLEX I 7 



SUBUNIT X PRECURSOR 
KD PROTEIN) (PSI-K) 



>gi_539055_pir ^A4 8527 photosystem I protein psaK precursor 

- barley >gi_304220 {L12707) photosystem I PSI-K subunit 
[Hordeum vulgare] 

400450 

LIB3431-034-P1-K1-H3 

BLASTX 

g417482 

397 

l.Oe-38 

140 

58 

PROTEIN FARNESYLTRANSFERASE BETA SUBUNIT (CAAX 
FARNESYLTRANSFERASE BETA SUBUNIT) (RAS PROTEINS 

PRENYLTRANSFERASE ) { FTASE-BETA) >gi_5 4196 6_pir JQ2 254 

farnesyl-diphosphate farnesyltransf erase [EC 2.5.1.21) beta 
chain - garden pea >gi_169049 (L08664) farnesyl -protein 
transferase beta-subunit [Pisuiti sativum] 

400451 

LIB3431-034-P1-K1-H5 

BLASTX 

g6006429 

298 

6.0e-27 

118 

49 

{AJ242958) SPL1-Related3 protein [Arabidopsis thaliana] 
400452 

LIB3431-Q34-P1-K1-H7 

BLASTX 

gl32105 

547 

4.0e-56 

119 

87 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 
(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 

precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 

carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 



51284 



ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 



Seq. No. 


400453 




T A 1 — n "5 y1 — Dl VI uQ 
XiXoo4 OX — U o4 — r 1— riy 




ULiAo IN 




gzu / J J / y 




oo 


E value 


c; Art /I o 


LYiaucii xeng L,n 


yz 




y y 




rtxce L-irzo rtiKiN/i/ partial sequence 


Seq. No. 


400454 


. ML/ 


Xilr5o4ol—Uo4 — rl— Ml— AIX 


"M^ "f" Vt 






g44 byUii:! 


J— 'J-Jx^O X O O \J -L " 




E value 


4 . Oe-26 


Match length 


/o 


% identity 


/4 


IMV^DX iJfcsia t^X ip Lion 


[AhUJiDbuZ) nypotnetxcal protexn [Arabidopsis thaliana] 


Seq. No. 


400455 


oeq. xu 


LIB3431-034-P1-N1-A12 


rie unoa 


BLASTX 


'NTr'nT /^T 
INUdI (jtX 


gl835731 


DXirioi score 


/ O 


E value 


4 . Oe-24 


Ma ten xengtxi 


65 


^ xaenuxcy 


Q O 


J-^>-'iJX L-'CoVirfX X^ C XUXl 


tuobuxyj pnotosystem II 10 kDa polypeptide [Oryza sativa. 


Seq. No. 


400456 


Seq. ID 


LIB3431-034-P1-N1-A2 




"DT '7\ CrrnXT 




«-0 A yi A 1 A 

g3U4zl ^ 


rsXiiioi score 


A A 

4y 


E value 


1 Art 1 O 

X . ue-lo 


Matcn length 


71 


■6 Identity 


92 


iNUDi uescription 


Hordeum vulgare chloroplast photosystem I PSK-I subunit 




mRNA, coiriplete cds 


Seq. No. 


400457 


oeq. Xu 


LIB3431-034-P1-N1-A6 




"DT 7\ CTTV 


NCBI GI 


g3420055 


BLAST score 


260 


E value 


2.0e-22 


Match length 


55 


% identity 


89 


NCBI Description 


(AC004 680) cyclophilin [Arabidopsis thaliana] 


Seq. No. 


400458 


Seq. ID 


LIB3431-034-P1-N1-A8 



51285 



Method 


BLASTX 


NCBI GI 


g3914899 


BLAST score 


199 


E value 


2.0e-15 


Match length 


41 


% identitv 




NCBI Description 


1 v*j x\x DoowiMrlXj It IxW 1 Xj X i\ Ort *^Q1 




orotpJ n S4 tvnf^ T r7pk=i TYia\7c:l 


Sec No 


40n4^Q 


Seq. ID 


LIB3431-034-P1 -N1 -R1 D 


Method 


BLASTX 


NCBI GI 


g3036951 


BLAST score 


356 


E value 


8.0e-34 


Match length 


u o 


% identity 


1 no 


NCBI De^^rr 1 nt 1 on 


^/iiDuxzDoi:? ; xxgnu narvesrmg ( 




L isxoo L-Xdiid oyx VcbT-x Xo J 


Seq. No. 


Tt \J V M \J U 


Seq. ID 


J-iJ-iJJIOX VJj^i irX INX JD^ 


Method 


BLAST N 


NCBI GI 


g4079797 


BLAST score 


92 


E value 


2,0e-44 


Match 1 pnrfhh 


X oo 


% idpnt "i "h V 






vjryza sariva KDa polypeptj 






Sea No 


^ UU fi D ± 


Sea ID 


ri'3/_DT Ml no 
IjxiDoftoX Uo4 — Jrl— JN l—hSo 


Method 


RT.A9TN 


NCBI GI 


g218180 


BLAST score 


294 


E value 


X . X Dri 


Match ^ e^Tirrf-h 




% ident *i t v 




NCBI Descriotion 


■t\x^^t: iiir\iN/i xux oxyzain axpna ( 


Secf. No 


4004 fi9 


Sea. ID 


T,TR'^4'^1 — 0'^4-.Pl — NTI nc; 
Xi X £5 J fl O X U It X IN x JdO 


Method 


BLASTN 


NCBI GI 


al815627 


BLAST score 


116 


E value 


3.0e-58 


Match 1 f^nath 


1 SI 

X J X 


% ident i i~ v 


Q7 




uryza sarxva menaxxotiixonexn- 




L-Ulu^Xcte CQ.S 


Seq, No, 


400463 


Seq, ID 


LIB3431-034-P1-N1-B6 


Method 


BLASTX 


NCBI GI 


g480450 


BLAST score 


542 



ribosomal 



2 (OsMT-2) iriRNA, 



51286 



E value 
Match length 
% identity 
NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



2.0e-55 

150 

74 

ketol-acid reductoisomerase (EC 1. 
thaliana >gi 402552 ernb CAA4 9506 



reductoisomerase [Arabidopsis thaliana] 
400464 

LIB3431-034-P1-N1-B9 
BLASTX 
g5734790 
337 

l.Oe-31 
74 
89 

{AC007980 
thaliana] 



1.1.86) - Arabidopsis 
(X69880) ketol-acid 



ATP-dependent itietalloprotease [Arabidopsis 



400465 

LIB3431 

BLASTN 

g378995 

96 

l.Oe-46 

211 

86 

Oryza s 
{Cab27) 
complet 



•034-Pl-Nl-Cl 



:ativa chlorophyll a/b-binding protein presursor 

mRNA, nuclear gene encoding chloroplast protein, 
e cds 



400466 

LIB3431-034-P1-N1-C10 

BLASTX 

g671740 

431 

l.Oe-42 

79 

99 

{X84730) ribulose-bisphosphate carboxylase [synthetic 
construct] 

400467 

LIB3431-034-P1-N1-C11 

BLASTX 

g5091509 

262 

8.0e-23 

47 

100 

(AB023482) EST AU065533 (C2174 ) corresponds to a region of 
the predicted gene.; Similar to Homo sapiens splicing 
factor Prp8 mRNA, complete cds . {AF092565) [Oryza sativa] 

400468 

LIB3431-034-P1-N1-C3 

BLASTX 

g3123295 



51287 



9 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



231 

4.0e-19 

57 

70 

CALMODULIN-RELATED PROTEIN 2, TOUCH-INDUCED >gi_2583169 
{AF026473) calmodulin-related protein [Arabidopsis 
thaliana] 



beq. wo. 


4Q0469 


Seq. ID 


LIB34 31-034-P1-N1-C5 


Metnoa 


BLASTX 




gl2y6955 


Dijiioi score 


T n n 


E value 


o . ue— z / 


Match length 


54 


% identity 


46 


NCBI Description 


{X95402) duplicated domain 


Seq, No. 


400470 


Seq. ID 


LIB34 31-034-P1-N1-C7 


Method 


BLASTN 


NCBI GI 


gl661159 


BLAST score 


157 


E value 


5 . Ge-83 


Match length 


237 


% identity 


92 


NCBI Description 


Oryza sativa chlorophyll a^ 




mRNA, complete cds 


Seq, No. 


400471 


Seq. ID 


LIB3431-034-P1-N1-C8 


Method 


BLASTN 


NCBI GI 


g2072726 


DiiAol score 


4d1 


E value 


O.Oe+00 


Match length 


503 


%■ identity 


98 


NCBI Description 


0. sativa mRNA for Fd-GOGAT^ 


Seq. No. 


400472 


Seq, ID 


LIB3431-034-P1-N1-C9 


Method 


BLASTX 


NCBI GI 


g3345477 


BLAST score 


211 


E value 


9.0e-17 


Match length 


44 


% identity 


91 



NCBI Description (AB016283) carbonic anhydrase [Oryza sativa] 



Seq, No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



400473 

LIB3431-034-P1-N1-D10 

BLASTN 

g218218 

85 

6,0e-40 

112 

95 



51288 



NCBI Description Oryza sativa p-SINEl-r3 gene, repeat sequence 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400474 

LIB3431-034-P1-N1-D11 

BLASTX 

gl32105 

451 

6,0e-45 

93 

89 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68 G94_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 

400475 

LIB3431-034-P1-N1-D12 

BLASTN 

g2072554 

277 

l.Oe-154 

293 

99 

Oryza sativa metallothionein-like protein mRNA, complete 
cds 



Seq. No. 

Seq. ID 

Method 
.;NCBI GI 

BLAST score 

E value 

Match length 
'% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400476 

LIB3431-034-P1-N1-D3 

BLASTX 

g3786007 

160 

7.0e-ll 

43 

53 

(AC005499) hypothetical protein [Arabidopsis thaliana] 
400477 

LIB3431-034-P1-N1-D4 

BLASTN 

g218209 

74 

l.Oe-33 

143 

97 

Oryza sativa mRNA for the small subunit of 

ribulose-1, 5-bisphosphate carboxylase, complete cds, clone 
POSSS2106 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



400478 

LIB3431-034-P1-N1-D6 

BLASTX 

g992633 



51289 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



217 

l.Oe-17 

59 

66 

(U30874) cyclophilin B [Schistosoma mansoni] 

>gi_1588493_prf 2208425A B-like cyclophilin [Schistosoma 

mansoni] 

400479 

LIB3431-034-P1-N1-D7 

BLASTN 

g20181 

128 

l.Oe-65 

215 

91 

Rice cab2R gene for light harvesting chlorophyll 
a/b-binding protein 

400480 

LIB3431-034-P1-N1-D8 

BLASTN 

g3819197 

47 

3.0e-17 

103 

86 

Hordeum vulgare partial mRNA; clone cMWG067 6.uni 
400481 

LIB3431-034-P1-N1-D9 

BLASTX 

gl32105 

179 

4.0e-13 
34 

lao 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi__218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 

400482 

LIB3431-034-P1-N1-E10 

BLASTN 

g20177 

35 

4.0e-10 

67 
88 

Rice cablR gene for light harvesting chlorophyll 
a/b-binding protein 



51290 



9 



Seq, No* 


400483 


Seq, ID 


LIB3431-034-P1-N1-E11 


riei-noa 


■DT zi Qnnv 


NCBI GI 


gll81599 


BLAST score 


144 


E value 


5.0e-09 


Match length 


39 


% identity 


72 


NCBI Description 


{D83G07) subunit of photosystem I [Cucumis sativus^ 


Seq. No. 


400484 


Seq. ID 


LIB3431-034-P1-N1-E12 


rieiiiioa 


"DT S CPV 


NCBI GI 


g5902389 


BLAST score 


170 


E value 


5.0e-12 


Match length 


49 


% identity 


55 


NCBI Description 


(AC008148) Unknown protein [Arabidopsis thaliana] 


Seq. No. 


400485 


Seq. ID 


LIB3431-034-P1-N1-E2 


ixietnoa 


BLASTN 


NCBI GI 


gl209384 


BLAST score 


337 


E value 


O.Oe+00 


Match length 


341 


% identity 


100 


NCBI Description 


Oryza sativa mRNA for root ferredoxin, partial cds 


Seq. No. 


400486 


Seq. ID 


LIB3431-034-P1-N1-E4 


Metnoa 


BLAbTN 


NCBI GI 


g4887617 


BLAST score 


434 


E value 


O.Oe+00 


Match length 


449 


% identity 


99 


NCBI Description 


Oryza sativa HOS59 mRNA, partial cds 


Seq. No. 


400487 


Seq. ID 


LIB3431-034-P1-N1-E5 


rieunoa 


tillAOi A 


NCBI GI 


g2204226 


BLAST score 


255 


E value 


6.0e-22 


Match length 


55 


% identity 


82 


NCBI Description 


(Y13848) alpha-galactosidase [Hordeum vulgare] 


Seq. No. 


400488 


Seq. ID 


LIB3431-034-P1-N1-F1 


Method 


BLASTX 


NCBI GI 


g3036949 


BLAST score 


234 


E value 


l.Oe-19 



51291 



9 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq, ID 
Method 
NCBI GI 
BLAST score 
E value 



49 
92 

(AB012638) light harvesting chlorophyll a/b-binding protein 
[Nicotiana sylvestris] 

400489 

LIB3431-034-P1-N1-F11 

BLASTX 

g2407279 

176 

l.Oe-12 

37 

97 

{AF017362) aldolase [Oryza sativa] 
400490 

LIB3431-034-P1-N1-F12 

BLASTX 

g4455169 

233 

3.0e-19 
77 
53 

(AL035521) 
thaliana] 



putative aldehyde dehydrogenase [Arabidopsis 



400491 

LIB3431-034-P1-N1-F2 

BLASTX 

g548605 

317 

3.0e-29 

71 
87 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT X PRECURSOR 
(LIGHT-HARVESTING COMPLEX I 7 KD PROTEIN) (PSI-K) 

>gi_539055_pir ^A48527 photosystem I protein psaK precursor 

- barley >gi__304220 (L12707) photosystem I PSI-K subunit 
[Hordeum vulgare] 

400492 

LIB3431-034-P1-N1-F3 

BLASTX 

g3036951 

347 

9.0e-33 

68 

99 

{ABO 12 63 9) light harvesting chlorophyll a/b-binding protein 
[Nicotiana sylvestris] 

400493 

LIB3431-034-P1-N1-F5 

BLASTN 

g2570510 

255 

l.Oe-141 



51292 



Match length 

% identity 

NCBI Description 



9 

279 
98 

Oryza sativa chlorophyll a-b binding protein mRNA, complete 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



400494 

LIB3431-Q34-P1-N1-F6 

BLASTN 

g6006355 

374 

O.Oe+00 

380 

99 

Oryza sativa genomic DNA, chromosome 6, clone : P04 93C11 
400495 

LIB3431-034-P1-N1-F7 

BLASTX 

gll5813 

215 

3.0e-17 

48 

85 

CHLOROPHYLL A-B BINDING PROTEIN 8 PRECURSOR (LHCI TYPE III 
CAB-8) >gi__19182_emb__CAA33330_ {X15258) Type III 
chlorophyll a/b-binding protein [Lycopersicon esculentum] 

400496 

LIB3431-034-P1-N1-F8 

BLASTN 

g304219 

40 

3.0e-13 

68 

90 

Hordeum vulgare chloroplast photosystem I PSK-I subunit 
mRNA, complete cds 

400497 

LIB3431-034-P1-N1-F9 

BLASTX 

g733456 

371 

2.0e-35 

76 

95 

(023189) chlorophyll a/b-binding apoprotein CP26 precursor 
[Zea mays] 

400498 

LIB3431-034-P1-N1-G11 

BLASTN 

g218209 

149 

4.0e-78 

328 

97 



51293 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Oryza sativa roRNA for the small subunit of 

ribulose-1, 5-bisphosphate carboxylase, complete cds, clone 

POSSS2106 

400499 

LIB3431-034-P1-N1-G3 

BLASTN 

gl398998 

110 

4.0e-55 

185 

96 

Rice 0S0EE2 gene for 23 kDa polypeptide of photosystem II, 
complete cds 

400500 

LIB3431-034-P1-N1-G4 

BLASTX 

g3319357 

237 

6.0e-20 

61 

70 

(AF077407) contains similarity to phosphoenolpyruvate 
synthase (ppsA) (GB : AE001056) [Arabidopsis thaliana] 



Seq. No. 


400501 


Seq. ID 


LIB3431-034-P1-N1-G5 


Method 


BLASTX 


NCBI GI 


g3126854 


BLAST score 


345 


E value 


l.Oe-32 


Match length 


65 


% identity 


100 


NCBI Description 


{AF061577) chlorophyll 


Seq. No. 


400502 


Seq. ID 


LIB3431-034-P1-N1-H11 


Method 


BLASTX 


NCBI GI 


g548605 


BLAST score 


234 


E value 


9.0e-20 


Match length 


48 


% identity 


94 


NCBI Description 


PHOTOSYSTEM I REACTION 



(LIGHT-HARVESTING COMPLEX I 7 KD PROTEIN) (PSI-K) 

>gi_539055_pir ^A48527 photosystem I protein psaK precursor 

- barley >gi_304220 {L12707) photosystem I PSI-K subunit 
[Hordeum vulgare] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



400503 

LIB3431-034-P1-N1-H3 

BLASTX 

g417482 

371 

l.Oe-35 
91 



51294 



o • 

% identity 75 

NCBI Description PROTEIN FARNESYL TRANSFERASE BETA SUBUNIT (CAAX 
FARNESYLTRANSFERASE BETA SUBUNIT) (RAS PROTEINS 

PRENYLTRANSFERASE) (FTASE-BETA) >gi_541966_pir JQ2254 

farnesyl-diphosphate farnesyltransf erase (EC 2.5.1.21) beta 
chain - garden pea >gi_16904 9 (L08664) farnesyl -protein 
transferase beta-subunit [Pisum sativum] 

400504 

LIB3431-034-P1-N1-H4 
BLASTN 
g3819197 
47 

4.0e-17 
103 
86 

Hordeuia vulgare partial inRNA; clone cMWG067 6.uni 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 



400505 

LIB3431-034-P1-N1-H7 

BLASTN 

g218207 

295 

l.Oe-165 

307 

99 

Oryza sativa iriRNA for the small subunit of 

ribulose-1, 5-bisphosphate carboxylase, complete cds, clone 
POSSS1139 

400506 

LIB3431-035-P1-K1-A1 

BLASTX 

g548605 

471 

3.0e-47 

98^ 
93 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT X PRECURSOR 
(LIGHT-HARVESTING COMPLEX I 7 KD PROTEIN) (PSI-K) 

>gi_539055_pir ^A48527 photosystem I protein psaK precursor 

- barley >gi_304220 (L12707) photosystem I PSI-K subunit 
[Hordeum vulgare] 

400507 

LIB3431-035-P1-K1-A12 

BLASTX 

gll71579 

239 

5.0e-20 

91 

48 

(X95342) cytochrome P450 [Nicotiana tabaciam] 
400508 

LIB3431-035-P1-K1-A2 
BLASTX 



51295 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2582822 
172 

3.0e-12 

39 

82 

(Y09987) CDSP32 protein (Chloroplast Drought-induced Stress 
Protein of 32kDa) [Solanum tuberosum] 

400509 

LIB3431-035-P1-K1-A3 

BLASTX 

g728744 

271 

2.0e-46 

132 
80 

AUXIN-INDUCED PROTEIN PCNT115 >gi_100305_pir S16390 

auxin-induced protein - common tobacco 
>gi_19799_emb_CAA39708_ (X56267) auxin-induced protein 
[Nicotiana tabacum] 

400510 

LIB3431-035-P1-K1-A7 

BLASTX 

g5912299 

464 

8.0e-55 

123 

88 

(AJ133787) gigantea homologue [Oryza sativa] 
400511 

LIB3431-035-P1-K1-B11 

BLASTX 

gl076724 

665 

6.0e-70 

141 

85 

LHCI-680, photosystem I antenna protein - barley 
>gi__666054_emb__CAA59049_ (X84308) LHCI-680, photosystem I 
antenna protein [Hordeura vulgare] 

400512 

LIB3431-035-P1-K1-B3 

BLASTX 

g320618 

578 

l,0e-59 

127 

87 

chlorophyll a/b-binding protein I 
>gi_218172_dbj_BAA00536_ (D00641) 
chlorophyll a/b-binding protein [Oryza sativa] 
>gi_227611_prf_1707316A chlorophyll a/b binding protein 1 
[Oryza sativa] 



precursor - rice 
type I light -harvesting 



51296 



0 



Sea. No. 


1 U U ,J X J 


Seq. ID 


LIB3431-035-P1-K1-B4 

XI J. XJ ~J T -J X \J %J XX XXX o*± 


Method 


BLASTX 


NCBI GI 


g3386621 


BLAST score 


513 


E value 




Match lenath 


119 


% i fienl" i i~ \7 

o -1- 1 1 L. -i_ u> y 


u ^ 


NCBI Description 


( ACOO 466S1 nn known ■OTOt' PTTI rZiT;pHi Hone; la -l-loalijanal 


Sea No 


1 VJ J X *± 


Sea. ID 


xixxjo*±jx ir X r\.x 


Method 


BLASTX 


NCBI GI 


g3273202 


BLAST score 


394 


E V3 1 ne 




Match 1 prirr"t~h 


lis 

X X J 




74 


NCBI Description 


^"X) vy X w X u / X c XCciOL.(JXr± l_rix clIJxLlUpoX O LllaXXciria 


Sea No 


1 VJ U J X o 


Seq. ID 


LTR34^1 -n^i^l-PI -K^ -R7 
xixjjjijx wo-j IT X r\.x 13/ 


Method 


BLASTN 


NCBI GI 


g20181 


BLAST score 


92 


E value 


6.0e-44 








ft 

o o 




Rice cab2R gene for light harvesting chlorophyll 




a/o Dxnamg prouem 




^UUOxO 




T TR'^4'^1 — (1*^^ — Pi — Pfl — T3Q 
JjXOOftoX UoO — irl— J\l"-J30 


Method 




NCBI GI 


g417488 


BLAST score 


608 


E value 


3.0e-63 


Match length 


152 


% identity 


75 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



ALPHA-GLUCAN PHOSPHORYLASE, H ISOZYME (STARCH PHOSPHORYLASE 

H) >gi_100452_pir ^A40995 starch phosphorylase (EC 2.4.1.1) 

H - potato >gi_169473 (M69038) alpha-glucan phosphorylase 
type H isozyme [Solaniom tuberosum] 

400517 

LIB3431-035-P1-K1-B9 

BLASTX 

gll5787 

600 

3.0e-62 

135 
88 

CHLOROPHYLL A-B BINDING PROTEIN 2 PRECURSOR (LHCII TYPE I 

CAB-2) (LHCP) >gi_824 61_pir S03706 chlorophyll a/b-binding 

protein 2R precursor - rice >gi_20182_emb_CAA32109_ 
(X13909) chlorophyll a/b-binding preprotein {AA -28 to 235) 
[Oryza sativa] 



51297 



O c; • LN (J • 


f± UUD XO 


^f^n TO 

O xSvJ • J.LJ 


XfXJj^fiox uoo irx rvx v-'XX 






NCBI GI 


g2407281 


BLAST score 


758 


III Va.ill© 


/ . ue—o X 




X4 y 




Q c; 

yo 




\H.£v±iooo} rxDuxose x, o-oispnospnate carooxyxase small 




subunit [Oryza sativa] 


dorr TJ/^ 


4 uuo 1 y 


f^pn in 

*-)^v^« XL/ 


xiXDOfi ox UOO JrX 1\X 


Mei'hori 




NCBI GI 


rrl 004 Rd 
y X u w 71 u 1 


BLAST score 


664 


E value 


7.0e-70 


iYia.xi.cn xenyuii 


X4 O 


S- T 4— T 4" t T 

^ iQemiXLy 


0 D 


wuiJi description 


photosystem II oxygen-evolving complex protein 1 - potato 




>gi_oUyil j_emD_CAA35601__ (X17578) 33kDa precursor protein 




of oxygen-evolving complex [Solanum tuberosum] 


oeq. iMo . 


A r\ rt c n r\ 


oeq. lu 


liXi3o4oX-UoO-Pl-Kl-C3 


L*ie unou. 


rSXiAo I A 


NCBI GI 


g544437 


BLAST score 


339 


E value 


1 . Oe-31 


Match length 


/ 3 


% identity 


86 


JNUrsi uescription 


GLUTATHIONE PEROXIDASE HOMOLOG ( SALT -ASSOCIATED PROTEIN) 




>gi_296358_emb_CAA47018_ (X66377) CIT-SAP [Citrus sinensis] 


oeq . INO • 


/I A n c o t 




XiX DO 4 JX — UOO — rX—J\X— C4 


Method 


BLASTN 


NCBI GI 


g473980 


nUfLoi score 




E value 


y . ue-oD 


Match length 


113 


•5 xa.enL.iuy 


an 

yu 


NCBI Descrxption 


Rice mRNA, partial homologous to glycine-rich protein gene 


beg. wo. 


A A A C O O 

400522 


oeg. xjj 


XtXBo4oi-U3o-Pl-Kl-C6 




OXlo-O i a 


NCBI RT 


y o ^ u o u 


BLAST «;mT'<=i 


41 S 

XO 


E value 


l.Oe-40 


Match length 


141 


% identity 


62 


NCBI Description 


chlorophyll a/b-binding protein type III precursor - tomato 




>gi_226872_prf 1609235A chlorophyll a/b binding protein 




[Lycopersicon esculentijim] 



51298 



0 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



400523 

LIB3431-035-P1-K1-C7 

BLASTX 

g3345477 

662 

l.Oe-69 

127 

98 

{AB016283) carbonic anhydrase [Oryza sativa] 
400524 

LIB3431-035-P1-K1-C8 

BLASTX 

g5042462 

450 

9.0e-45 

114 

80 

(AC007789) putative negatively light-regulated protein 
[Oryza sativa] 

400525 

LIB3431-035-P1-K1-C9 

BLASTX 

gl32105 

676 

3.0e-71 

144 

89 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 

400526 

LIB3431-035-P1-K1-D1 

BLASTX 

gll73347 

793 

6.0e-85 

153 

95 

SED0HEPTUL0SE-1,7-BISPH0SPHATASE, CHLOROPLAST PRECURSOR 
( SEDOHEPTULOSE-BISPHOS PHATASE ) ( SBPASE ) ( SED (1,7) P2 ASE ) 

>gi_100803_pir S23452 sedoheptulose-bisphosphatase (EC 

3.1.3.37) precursor - wheat >gi_14265_emb_CAA4 6507_ 
(X65540) sedoheptulose-1, 7-bisphosphatase [Triticum 

aestivum] 

400527 

LIB3431-035-P1-K1-D10 
BLASTX 



51299 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g82080 
483 

l.Oe-48 

134 

69 

chlorophyll a/b-binding protein type III precursor - tomato 

>gi_226872_prf 1609235A chlorophyll a/b binding protein 

[Lycopersicon esculentum] 



Seq. No. 


400528 


Seq. ID 


LIB3431-035-P1-K1-D11 


Method 


BLASTX 




gl /Ulol 


rSLiiioi score 




E value 


8.0e-23 


Match length 


67 


% identity 


67 


NCBI Description 


{M55322) ribosomal protein 30S subunit [Spmacia oleracea] 


Seq. No. 


400529 


Seq. ID 


LIB3431-035-P1-K1-D12 


Method 


BLASTX 


NCBI GI 


g2773154 


BLAST score 


242 


E value 


2.0e-20 


Match length 


118 


% identity 


47 


NCBI Description 


{AF039573) abscisic acid- and stress-inducible protein 




[Oryza sativa] 


Seq. No. 


400530 


Seq. ID 


LIB3431-035-P1-K1-D2 


Method 


BLASTX 


NLnl bi 


g3126854 


BLAST score 


744 


E value 


3.0e-7 9 


Match length 


141 


% identity 


99 


NCBI Description 


(AF061577) chlorophyll a/b binding protein [Oryza sativa] 


Seq. No. 


400531 


Seq. ID 


LIB3431-035-P1-K1-D3 


Method 


BLASTX 


NCBI GI 


g6014904 


BLAST score 


372 


E value 


l.Oe-35 


Match length 


70 


% identity 


97 


NCBI Description 


DAG PROTEIN, CHLOROPLAST PRECURSOR 




>gi__1200205_emb_CAA65064_ (X95753) DAG [Antirrhinum majus] 


Seq. No. 


400532 


Seq. ID 


LIB3431-035-P1-K1-D4 


Method 


BLASTX 


NCBI GI 


g3789952 


BLAST score 


512 


E value 


4.0e-52 



51300 



o 



Match length 

% identity 

NCBI Description 



108 
94 

(AF094775) chlorophyll a/b-binding protein presursor [Oryza 
sativa] 



Seq. No, 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



400533 

LIB3431-Q35-P1-K1-D5 

BLASTX 

g543711 

367 

5.0e-35 

71 

99 

14-3-3-LIKE PROTEIN S94 >gi_4197 96_pir S30927 14-3-3 

protein homolog - rice >gi_303859_dbj_BAA03711_ (D16140) 
brain specific protein [Oryza sativa] 

400534 

LIB3431-035-P1-K1-D6 

BLASTX 

gll72874 

204 

7.0e-16 

135 
38 

DEHYDRATION-RESPONSIVE PROTEIN RD22 PRECURSOR 

>gi_479589_pir S34B23 dehydration-induced protein RD22 - 

Arabidopsis thaliana >gi_391608_dbj_BAA0154 6__ {D10703) rd22 

[Arabidopsis thaliana] >gi_447134_prf 1913421A rd22 gene 

[Arabidopsis thaliana] 

400535 

LIB3431-035-P1-K1-D8 

BLASTX 

gl32105 

673 

7.0e-71 

124 

100 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small sufounit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1^ 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi__226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 

400536 

LIB3431-035-P1-K1-E1 

BLASTX 

g320618 

544 

l.Oe-55 

128 

84 



51301 



NCBI Description 



chlorophyll a/b-binding protein I precursor - rice 
>gi_218172_dbj_BAA00536_ (D00641) type I light-harvesting 
chlorophyll a/b-binding protein [Oryza sativa] 

>gi_227611_prf 1707316A chlorophyll a/b binding protein 1 

[Oryza sativa] 



Seq. No. 


4UUOO / 


Seq, ID 


LIBo4ol-L)o5-Pl-Kl-ElU 


hArt 4-1^ 

Metnoa 




NCBI GI 


glol (±3 I 


BLAST score 


o04 


E value 


1 . ue— Z / 


Match length 


I o 


% identity 


n 

1 o 


NCBI Description 


(Z72488) CP12 [Nicotiana tabacum] 


Seq. No. 


yi ri A c '3 o 

400538 


Seq. ID 


LIB34 31-035-P1-K1-E11 


Method 


BLASTN 


NCBI GI 


g2306980 


BLAST score 


98 


E value 


7 . Oe-48 


Match length 


TOO 

122 


% identity 




NCBI Description 


Oryza sativa photosystem I antenna protein (Lhca) : 




complete cds 


Seq. No, 


400539 


Seq. ID 


LIB3431-035-P1-K1-E2 


Method 


T") T TV c nrv 

BLASTX 


NCBI GI 


g24€4852 


BLAST score 


205 


E value 


5 . Oe-16 


Match length 


inn 

100 


% identity 


46 


NCBI Description 


(Z99707) putative protein [Arabidopsis thaliana] 


Seq. No. 


400540 


Seq. ID 


LIB3431-035-P1-K1-E3 


Method 


BLASTN 


NCBI GI 


g6015437 


BLAST score 


38 


E value 


9. Oe-12 


Match length 


38 


% identity 


lUU 


NCBI Description 


Homo sapiens PEXl mRNA, complete cds 


Seq. No. 


400541 


Seq. ID 


LIB3431-035-P1-K1-E4 


Method 


BLASTX 


NCBI GI 


gll5794 


BLAST score 


374 


E value 


7.0e-36 


Match length 


77 


% identity 


91 


NCBI Description 


CHLOROPHYLL A-B BINDING PROTEIN 13 PRECtfRSOR {LHCI 



mRNA, 



III CAB-13) >gi_72748_pir CDT033 chlorophyll a/b-binding 



51302 



o 



Seq* No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



protein type III precursor (cab-13) - tomato 
>gi_19277_einb_CAA42818_ (X60275) LHCII type III 
[Lycopersicon esculentum] 

400542 

LIB3431-035-P1-K1-E6 
BLASTX 
g320618 
724 

8.0e-77 
156 
89 

chlorophyll a/b-binding protein I 
>gi_218172_dbj_BAA00536_ {D00641) 
chlorophyll a/b-binding protein [Oryza sativa] 

>gi_227611_prf 1707316A chlorophyll a/b binding protein 1 

[Oryza sativa] 



precursor - rxce 

type I light-harvesting 



Seq. No. 


400543 


Seq. ID 


LIB3431-035-P1-K1-E7 


Method 


BLASTX 


NCBI GI 


g3355476 


BLAST score 


246 


E value 


8.0e-21 


Match length 


72 


% identity 


60 


NCBI Description 


(AC004218) unknown protein [Arabidopsis thaliana] 


Seq. No, 


400544 


Seq. ID 


LIB3431-035-P1-K1-F1 


Method 


BLASTX 


NCBI GI 


gll5787 


BLAST score 


423 


E value 


5.0e-42 


Match length 


116 


% identity 


83 


NCBI Description 


CHLOROPHYLL A-B BINDING PROTEIN 2 PRECURSOR (LHCII 



CAB-2) (LHCP) >gi_82461_pir S03706 chlorophyll a/b-binding 

protein 2R precursor - rice >gi_20182_emb_CAA32109_ 
(X13909) chlorophyll a/b-binding preprotein (AA -28 to 235) 
[Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400545 

LIB3431-035-P1-K1-F10 

BLASTX 

g4585882 

522 

4.0e-53 

143 

72 

{AC005850) PSI type III chlorophyll a/b-binding protein 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



400546 

LIB3431-035-P1-K1-F4 

BLASTX 

g5441881 



51303 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



175 

2.0e-12 

115 

39 

(AP000367) Similar to putative receptor kinase. 
[Oryza sativa] 



(AC0023321 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



400547 

LIB3431-035-P1-K1-F6 

BLASTX 

g4049341 

285 

2.0e-25 

87 

66 

(AL034567) putative protein [Arabidopsis thaliana] 
400548 

LIB3431-035-P1-K1-F8 

BLASTN 

g6015437 

36 

l.Oe-10 

47 

65 

Homo sapiens PEXl mRNA, complete cds 
400549 

LIB3431-035-P1-K1-F9 

BLASTX 

g4079798 

499 

l.Oe-50 

126 
78 

(AF052203) 23 kDa polypeptide of photosystem II [Oryza 
sativa] 

400550 

LIB3431-035-P1-K1-G1 

BLASTX 

g482311 

771 

2.06-82 

149 

99 

photosystem II oxygen-evolving complex protein 1 - rice 

(strain Nihonbare) >gi_739292__prf 2002393A oxygen-evolving 

complex protein 1 [Oryza sativa] 

400551 

LIB3431-035-P1-K1-G10 

BLASTX 

gll5787 

565 

3.0e-58 
127 



51304 



% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



88 

CHLOROPHYLL A-B BINDING PROTEIN 2 PRECURSOR (LHCII TYPE I 

CAB-2) (LHCP) >gi_82461_pir S03706 chlorophyll a/b-binding 

protein 2R precursor - rice >gi_20182_emb_CAA32109_ 
(X13909) chlorophyll a/b-binding preprotein (AA -28 to 235) 
[Oryza sativa] 

400552 

LIB3431-035-P1-K1-G11 

BLASTX 

g3789954 

507 

l.Oe-51 

95 
99 

{AF094776) chlorophyll a/b-binding protein precursor [Oryza 
sativa] 

400553 

LIB3431-035-P1-K1-G12 

BLASTN 

g2407282 

111 

2.0e-55 

111 

100 

Oryza sativa ribulose 1, 5-bisphosphate carboxylase small 
subunit luRNA, complete cds 

400554 

LIB3431-035-P1-K1-G2 

BLASTX 

g733454 

300 

4.0e-27 

69 

88 

(U23188) chlorophyll a/b-binding apoprotein CP26 precursor 
[Zea mays] 

400555 

LIB3431-035-P1-K1-G3 

BLASTX 

gl352461 

358 

4.0e-34 

87 

79 

IN2-2 PROTEIN 
400556 

LIB3431-035-P1-K1-G4 

BLASTX 

gl616659 

512 

l.Oe-56 
146 



51305 



% identity 


oU 






beq. NO. 


A n ri R T 




Li±D3*±^± UOD irX J\X \3D 






NCBI GI 


g5031281 


BLAST score 


314 


E value 


y . ue— z y 


Matcn lengtn 


Cl o 

yy 


-5 Identity 




JNUbi uescnprion 


tAri^y^yyj unKnown [t^-^unus armeniacaj 


Seq* No. 


A o n e; c: Q 


oeq. iJj 


T _n'^R — Pi — TTl — 
JjXJDo^IOX ir± iXi, oO 


ixie L.noQ 




NLnl bi 


giZ4io yoo 


BLAST score 


35 


E value 


6.0e-10 


Match length 


oo 


% identity 


inn 


NCBI Description 


raDuiu-z Deta=cnioriae cnannei uiu— 




nearii annum./ mKiNii, zyyo nnj 


Seq. No. 


^ n n c c 
4UU03y 


beq. ID 


ri Q C; Dl Lfl PQ 

blD0 4 ol~U Jo— r X— 1x1— bo 


Method 




NCBI GI 


g3885888 


BLAST score 


347 


E value 


1 . Oe-32 


Match length 


70 


% identity 


97 


NCBI Description 


(AF093632) high mobility group protei: 


Seq. No. 


A A A C £r A 


beq. IJJ 


T TTa'5/1'51 —H'^c; — Dl — T^l —HQ 

Jj1do4 o 1 UoO Jr 1 rS.1 oy 






NCBI GI 


g422029 


BLAST score 


542 


E value 


2.0e-55 


Match length 


150 


% identity 


73 



NCBI Description 



transcription factor OBF3.2, ocs element -binding - maize 
>gi_297018_emb_CAA48904_ (X69152) ocs-element binding 
factor 3.2 [Zea mays] 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400561 

LIB3431-035-P1-K1-H1 

BLASTX 

g2407281 

705 

l.Oe-74 

132 

99 

(AF017363) ribulose 1, 5-bisphosphate carboxylase small 
subunit [Oryza sativa] 



51306 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400562 

LIB3431-035-P1-K1-H10 

BLASTX 

gl32105 

595 

9.0e-62 

128 

88 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208__dbj_BAA00538_ 
(D00643) small subunit of ribulose-1 , 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400563 

LIB3431-035-P1-K1-H11 

BLASTX 

g3914603 

699 

5,0e-74 

134 

99 

RIBULOSE BISPHOSPHATE CARBOXYLASE /OXYGENASE ACTIVASE, 
CHLOROPLAST PRECURSOR (RUBISCO ACTIVASE) >gi_1778414 
{U74321) ribulose-1, 5-bisphosphate carboxylase/oxygenase 
activase [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400564 

LIB3431-035-P1-K1-H12 

BLASTX 

g6063542 

351 

2.0e-33 

109 

72 

(AP000615) EST C74302 (E30840 ) corresponds to a region of 
the predicted gene.; similar to glyceraldehyde-3-phosphate 
dehydrogenase, (M64118) [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400565 

LIB3431-035-P1-K1-H2 

BLASTX 

gll72813 

563 

5.0e-58 

108 

99 

60S RIBOSOMAL PROTEIN LlO-2 (PUTATIVE TUMOR SUPRESSOR SG12) 

>gi_1076752_pir S49596 ribosomal protein LlO.e, cytosolic 

- rice >gi_575357_emb__CAA57340_ (X81692) putative tumor 
supressor [Oryza sativa] 



Seq. No. 



400566 



51307 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3431-035-P1-K1-H4 

BLASTX 

g417260 

421 

2.0e-41 

128 

66 

LIGHT REGULATED PROTEIN PRECURSOR >gi_422003_pir S33632 

iirl protein - rice >gi_20263_einb_CAA48706_ (X68807) 
light-regulated gene [Oryza sativa] 



Seq. No. 


4005o7 


Seq. ID 


LIBo4 ol-UoO-rl-Ki-Ho 


Method 




NCBI GI 


g4585882 


BLAST score 


628 


E value 


1. Oe-65 


Match length 


157 


% identity 


72 


NCBI Description 


(AC005850) PSI type III 




[Arabidopsis thaliana] 


Seq. No. 


400568 


Seq. ID 


LIB3431-035-P1-K1-H6 


Method 


BLASTX 


NCBI GI 


g4454459 


BLAST score 


433 


E value 


1 . Oe-42 


Match length 


112 


% identity 


76 


NCBI Description 


(AC006234) unknown prot^ 


Seq. No. 


400569 


Seq. ID 


LIB3431-U3o-Fi-Kl-Ho 


Method 




NCBI GI 


g3402713 


BLAST score 


219 


E value 


l.Oe-17 


Match length 


62 


% identity 


63 


NCBI Description 


(AC004261) hypothetical 


Seq. No. 


400570 


Seq. ID 


LIB3431-035-P1-N1-A1 


Method 


BLASTX 


NCBI GI 


g548605 


BLAST score 


320 


E value 


l.Oe-29 


Match length 


67 


% identity 


93 


NCBI Description 


PHOTOSYSTEM I REACTION < 



(LIGHT-HARVESTING COMPLEX I 7 KD PROTEIN) (FSI-K) 

>gi__539055_pir ^A48527 photosystem I protein psaK precursor 

- barley >gi_304220 (L12707) photosystem I PSI-K subunit 
[Hordeum vulgare] 



Seq. No. 



400571 



51308 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3431-035-P1-N1-A2 

BLASTX 

g2582822 

169 

6.0e-12 

39 
79 

{Y09987) CDSP32 protein (Chloroplast Drought-induced Stress 
Protein of 32kDa) [Solanum tuberosum] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400572 

LIB3431-035-P1-N1-B3 

BLASTX 

gll5787 

368 

3.0e-35 

73 

97 

CHLOROPHYLL A-B BINDING PROTEIN 2 PRECURSOR (LHCII TYPE I 

CAB-2) (LHCP) >gi_82461_pir S03706 chlorophyll a/b-binding 

protein 2R precursor - rice >gi_20182_einb__CAA32109_ 

(X13909) chlorophyll a/b-binding preprotein {AA -28 to 235) 

[Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400573 

LIB3431-035-P1-N1-B8 

BLASTX 

g417488 

184 

9.0e-19 

60 

82 

ALPHA-GLUCAN PHOSPHORYLASE, H ISOZYME (STARCH PHOSPHORYLASE 

H) >gi_100452_pir ^A40995 starch phosphorylase (EC 2.4,1.1) 

H - potato >gi_169473 (M69038) alpha-glucan phosphorylase 
type H isozyme [Solanum tuberosum] 

400574 

LIB3431-035-P1-N1-B9 

BLASTX 

gl085987 

179 

4.0e-13 

34 

94 

light harvesting chlorophyll a protein precursor - Norway 
spruce >gi_607148_emb_CAA57407_ (X81808) light harvesting 
chlorophyll a /b-binding protein Lhcbl*! [Picea abies] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



400575 

LIB3431-035-P1-N1-C11 

BLASTX 

g671740 

406 

l.Oe-39 

79 

96 



51309 



NCBI Description 



(X84730) ribulose-bisphosphate carboxylase [synthetic 
construct] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400576 

LIB3431-035-P1-N1-C2 

BLASTX 

g482311 

171 

4.0e-12 

33 
100 

photosystem II oxygen-evolving complex protein 1 - rice 

(strain Nihonbare) >gi_739292_prf 2002393A oxygen-evolving 

complex protein 1 [Oryza sativa] 

400577 

LIB3431-035-P1-N1-C3 

BLASTX 

gl362150 

290 

l.Oe-33 

84 

88 

hypothetical protein (clone AFN3) - wild oat (fragment) 
>gi_726478 (U20000) putative ORFl [Avena fatua] 

400578 

LIB3431-035-P1-N1-C4 

BLASTN 

g2331130 

227 

l.Oe-125 

251 

98 

Oryza sativa glycine-rich protein (OSGRPl) mRNA, complete 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



400579 

LIB3431-035-P1-N1-C7 

BLASTN 

g218209 

57 

3.0e-23 

172 

90 

Oryza sativa mRNA for the small subunit of 
ribulose-1, 5-bisphosphate carboxylase, complete cds, 
POSSS2106 

400580 

LIB3431-035-P1-N1-C8 

BLASTN 

g5042437 

325 

O.Oe+00 

389 

100 



clone 



51310 



NCBI Description Oryza sativa BAG T49B20 genomic sequence, complete sequence 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400581 

LIB3431-035-P1-N1-C9 

BLASTX 

g347451 

237 

7.0e-20 
47 
98 

{L22155) 
sativa] 



ribulose 1, 5-bisphosphate carboxylase [Oryza 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



400582 

LIB3431-035-P1-N1-D1 

BLASTX 

gll73347 

190 

2.0e-14 

41 

95 

SED0HEPTUL0SE-1,7-BISPH0SPHATASE, CHLOROPLAST PRECURSOR 
( SEDOHEPTULOSE-BISPHOSPHATASE ) ( SBPASE ) ( SED ( 1 , 7 ) P2ASE ) 

>gi__100803_pir S23452 sedoheptulose-bisphosphatase (EC 

3.1.3.37) precursor - wheat >gi_14265_emb_CAA4 6507_ 
(X65540) sedoheptulose-1, 7-bisphosphatase [Triticum 
aestivum] 

400583 

LIB3431-035-P1-N1-D10 

BLASTX 

g82080 

256 

3,0e-25 

76 

82 

chlorophyll a/b-binding protein type III precursor - tomato 

>gi_226872_prf 1609235A chlorophyll a/b binding protein 

[Lycopersicon esculentum] 

400584 

LIB3431-035-P1-N1-D11 

BLASTX 

gl70131 

152 

6.0e-10 

47 

66 

(M55322) ribosomal protein 30S subunit [Spinacia oleracea] 
400585 

LIB3431-035-P1-NI-D12 

BLASTN 

g2773153 

364 

O.Oe+OO 
388 



51311 



% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



98 

Oryza sativa abscisic acid- and stress-inducible protein 
(Asrl) mRNA, complete cds 

400586 

LIB3431-035-P1-N1-D2 

BLASTN 

g3126853 

160 

l.Oe-84 

210 
99 

Oryza sativa chlorophyll a/b binding protein (RCABP8 9) 
mRNA, nuclear gene encoding chloroplast protein, complete 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



400587 

LIB3431-035-P1-N1-D4 

BLASTX 

g3789952 

168 

l.Oe-11 

30 
100 

{AF094775) chlorophyll a/b-binding protein presursor [Oryza 
sativa] 

400588 

LIB3431-035-P1-N1-D5 

BLASTX 

g543711 

367 

6.0e-35 

71 

99 

14-3-3-LIKE PROTEIN S94 >gi_419796_pir S30927 14-3-3 

protein homolog - rice >gi_303859_dbj_BAA03711_ {D16140) 
brain specific protein [Oryza sativa] 

400589 

LIB3431-035-P1-N1-D8 

BLASTN 

g218209 

34 

2,0e-09 

50 

92 

Oryza sativa mRNA for the small subunit of 

ribulose-1, 5-bisphosphate carboxylase, complete cds, clone 

pOSSS2106 

400590 

LIB3431-035-P1-N1-D9 

BLASTX 

g259138 

242 

2.0e-20 



51312 



Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



45 
100 

oryzacystatin=cysteine protease inhibitor [Oryza=rice, 
Peptide Recombinant, 90 aa] 

400591 

LIB3431-035-P1-N1-E1 

BLASTX 

gll5787 

410 

4.0e-40 

77 

100 

CHLOROPHYLL A-B BINDING PROTEIN 2 PRECURSOR (LHCII TYPE I 

CAB-2) (LHCP) >gi_824 61_pir S03706 chlorophyll a/b-binding 

protein 2R precursor - rice >gi_20182_emb_CAA32109_ 
(X13909) chlorophyll a/b-binding preprotein (AA -28 to 235) 
[Oryza sativa] 



Seq. No. 


400592 


Seq. ID 


LIB3431-035-P1-N1-E10 


Method 


BLASTX 


NCBI GI 


gl617197 


BLAST score 


286 


E value 


z , ue-zo 


Match length 


71 


% identity 


73 


NCBI Description 


{Z72488) CP12 [Nicotiana tabacum] 


Seq. No. 


400593 


Seq. ID 


LIB3431-035-P1-N1-E11 


Method 


BLASTX 


NCBI GI 


gl076724 


BLAST score 


263 


E value 


6.0e-23 


Match length 


51 


% identity 


96 


NCBI Description 


LHCI-680, photosystem I antenna protein 




>gi_666054_emb__CAA5904 9_ {X84308) LHCI-< 




antenna protein [Hordeum vuigare] 


Seq. No. 


400594 


Seq. ID 


LIB3431-035-P1-N1-E2 


Method 


BLASTX 


NCBI GI 


g2464852 


BLAST score 


171 


E value 


5.0e-12 


Match length 


80 


% identity 


49 


NCBI Description 


{Z99707) putative protein [Arabidopsis ■ 


Seq. No. 


400595 


Seq. ID 


LIB3431-035-P1-N1-E4 


Method 


BLASTX 


NCBI GI 


gll5794 


BLAST score 


467 


E value 


l.Oe-46 



51313 



Match length 

% identity 

NCBI Description 



Seq. No- 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq* ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



94 
91 

CHLOROPHYLL A-B BINDING PROTEIN 13 PRECURSOR (LHCII TYPE 

III CAB-13) >gi_72748_pir CDT033 chlorophyll a/b-binding 

protein type III precursor (cab-13) - tomato 
>gi_19277_einb_CAA42818_ (X60275) LHCII type III 
[Lycopersicon esculentiom] 

400596 

LIB3431-035-P1-N1-E6 

BLASTX 

gll5768 

223 

4.0e-18 

43 

98 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 

(CAB) (LHCP) >gi_72743_pir CDKV chlorophyll a/b-binding 

protein precursor - cucumber (fragment) >gi_167523 {M16057) 
chlorophyll a/b-binding protein [Cucumis sativus] 

400597 

LIB3431-035-P1-N1-E9 

BLASTX 

g2582822 

362 

2.0e-34 

79 

85 

(Y09987) CDSP32 protein {Chloroplast Drought-induced Stress 
Protein of 32kDa) [Solanum tuberosum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400598 

LIB3431-035-P1-N1-F1 

BLASTX 

g671737 

199 

2.0e-15 

37 

100 

(X74731) Chloropyll a/b binding protein 
hypochondriacus ] 



[Amaranthus 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



400599 

LIB3431-035-P1-N1-F10 

BLASTX 

gll5813 

230 

6.0e-19 

55 

82 

CHLOROPHYLL A-B BINDING PROTEIN 8 PRECURSOR (LHCI TYPE III 
CAB-8) >gi_19182_emb_CAA33330_ (X15258) Type III 
chlorophyll a/b-binding protein [Lycopersicon esculentum] 

400600 

LIB3431-035-P1-N1-F7 



51314 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g2262116 

152 

6.0e-10 

92 

39 

(AC002343) 



cellulose synthase isolog [Arabidopsis thaliana] 



400601 

LIB3431-035-P1-N1-F9 

BLASTX 

g4079798 

322 

5.0e-34 

81 

96 

(AF052203) 23 kDa polypeptide of photosystem II [Oryza 
sativa] 

400602 

LIB3431-035-P1-N1-G1 

BLASTX 

g482311 

303 

2.0e-27 

64 

95 

photosystem II oxygen-evolving complex protein 1 - rice 

(strain Nihonbare) >gi_739292_prf 2C)02393A oxygen-evolving 

complex protein 1 [Oryza sativa] 

400603 

LIB3431-035-P1-N1-G10 

BLASTX 

g289920 

154 

4.0e-10 

29 

97 

{L07119) chlorophyll A/B binding protein [Gossypium 
hirsutiam] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



400604 

LIB3431-035-P1-N1-G11 

BLASTX 

g3789954 

410 

5.0e-40 

78 

97 

(AF094776) chlorophyll a/b-binding protein precursor [Oryza 
sativa] 

400605 

LIB3431-035-P1-N1-G2 

BLASTX 

g733454 



51315 





if 


BLAST score 


289 


E value 


6.0e-26 


Match length 


62 


% identity 


92 


NCBI Description 


(U23188) chlorophyll 




[Zea mays] 




a/b-binding apoprotein CP26 precursor 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400606 

LIB3431-035-P1-N1-G3 

BLASTX 

g2462750 

184 

l.Oe-13 

53 

68 

(AC002292) Highly similar to auxin-induced protein 
(aldo/keto reductase family) [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400607 

LIB3431-035-P1-N1-G4 

BLASTX 

gl616659 

343 

4.0e-32 

75 

88 

(U49387) adenylosuccinate synthetase [Triticum aestivum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400608 

LIB3431-035-P1-N1-G8 

BLASTN 

g3885887 

304 

l.Oe-170 

315 

99 

Oryza sativa high mobility group protein 
complete cds 



(HMG) mRNA, 



400609 

LIB3431-035-P1-N1-H1 

BLASTN 

g218209 

152 

7.0e-80 

343 

97 

Oryza sativa mRNA for the small subunit of 
ribulose-l,5-bisphosphate carboxylase, complete cds, clone 
pOSSS2106 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



400610 

LIB3431-035-P1-N1-H10 

BLASTX 

g347451 

380 

2.0e-36 



51316 



Match length 

% identity 

NCBI Description 



69 
100 

(L22155) 
sativa] 



ribulose 1, 5-bisphosphate carboxylase [Oryza 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400611 

LIB3431-035-P1-N1-H11 

BLASTN 

g3377792 

263 

l,0e-146 

334 

95 

Oryza sativa ribulose-1^ 5-bisphosphate 

carboxylase /oxygenase activase (rca) mRNA, complete cds 



Seq. No. 


400612 


Seq. ID 


LIB3431-035-P1-N1-H12 


Method 


BLASTN 


NCBI GI 


g6063530 


BLAST score 


364 


E value 


O.Oe+00 


Match length 


389 


% identity 


98 


NCBI Description 


Oryza sativa genomic ] 


Seq. No. 


400613 


Seq. ID 


LIB3431-035-P1-N1-H2 


Method 


BLASTX 


NCBI GI 


gll72813 


BLAST score 


450 


E value 


l.Oe-44 


Match length 


88 


% identity 


98 


NCBI Description 


60S RIBOSOMAL PROTEIN 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



>gi_1076752_pir S49596 ribosomal protein LlO.e, cytosolic 

- rice >gi_575357__emb_CAA57340_ (X81692) putative tumor 
supressor [Oryza sativa] 

400614 

LIB3431-035-P1-N1-H4 

BLASTX 

g417260 

300 

3.0e-27 

81 

70 

LIGHT REGULATED PROTEIN PRECURSOR >gi_422003_pir S33632 

lirl protein - rice >gi_20263_emb__CAA487 06_ (X68807) 
light-regulated gene [Oryza sativa] 



Seq. No. 
Seq, ID 
Method 
NCBI GI 
BLAST score 
E value 



400615 

LIB3431-035-P1-N1-H5 

BLASTX 

gll5813 

171 

4.0e-12 



51317 



Match length 

% identity 

NCBI Description 



42 
79 

CHLOROPHYLL A-B BINDING PROTEIN 8 PRECURSOR (LHCI TYPE III 
CAB-8) >gi_19182_einb_CAA33330_ (X15258) Type III 
chlorophyll a/b-binding protein [Lycopersicon esculentum] 



Seq. No, 


400616 


Seq. ID 


LIB3431-036-P1-K1-A1 


Method 


BLASTX 


NCBI GI 


qz^^ 1 oo4 


BLAST score 


245 


E value 


1 . Oe-20 


Match length 


85 


% identity 


0 O 


NCBI Description 


(AF053302) putative transcriptional co-activator 




[Arabidopsis thaliana] 


Seq. No. 


400617 


Seq. ID 


LIB3431-036-P1-K1-A11 


Method 


BLASTX 


NCBI GI 


g2072555 


BLAST score 


237 


E value 


9. Oe-20 


Match length 


44 


% identity 


100 


NCBI Description 


{AF001396) metallothionein-like protein [Oryza sativa 




>gi_6103441_gb_AAF03603.1_ (AF14778 6) metallothionein- 




protein [Oryza sativa] 


Seq. No. 


400618 


Seq. ID 


LIB3431-036-P1-K1-A12 


Method 


BLASTX 


NCBI GI 


g871931 


BLAST score 


399 


E value 


7 . Oe-39 


Match length 


95 


% identity 


86 


NCBI Description 


{D30763) ferredoxin [Oryza sativa] 


Seq. No. 


400619 


Seq. ID 


LIB34 31-03 6-P1-K1-A4 


Method 


BLASTX 


NCBI GI 


gl709846 


BLAST score 


180 


E value 


4.0e-13 


Match length 


122 


% identity 


47 


NCBI Description 


PHOTOSYSTEM II 22 KD PROTEIN PRECURSOR >gi_706853 (UO^ 




22 kDa component of photosystem II [Lycopersicon 




esculentum] 


Seq. No. 


400620 


Seq. ID 


LIB3431-036-P1-K1-A5 


Method 


BLASTN 


NCBI GI 


g6016845 


BLAST score 


301 


E value 


l.Oe-168 



51318 



o • 

Match length 426 
% identity 93 

NCBI Description Oryza sativa genomic DNA, chromosome 1, clone: P0711E10 

Seq. No. 400621 

Seq. ID LIB3431-036-P1-K1-A6 

Method BLASTN 

NCBI GI g218207 

BLAST score 227 

E value l.Oe-124 

Match length 259 

% identity 97 

NCBI Description Oryza sativa mRNA for the small subunit of 

ribulose-l,5-bisphosphate carboxylase, complete cds, clone 
POSSS1139 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400622 

LIB3431-036-P1-K1-A8 

BLASTX 

gl32105 

470 

3.0e-47 

107 

85 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 



Seq. No. 


400623 




Seq, ID 


LIB3431-036-P1-K1-A9 




Method 


BLASTX 




NCBI GI 


g730456 




BLAST score 


663 




E value 


9.0e-70 




Match length 


128 




% identity 


98 




NCBI Description 


4 OS RIBOSOMAL PROTEIN 


S19 


Seq. No. 


400624 




Seq. ID 


LIB3431-036-P1-K1-B12 




Method 


BLASTX 




NCBI GI 


g2407281 




BLAST score 


556 




E value 


3.0e-57 




Match length 


108 




% identity 


97 




NCBI Description 


(AF017363) ribulose 1, 


5-b: 




subunit [Oryza sativa] 


Seq. No. 


400625 




Seq. ID 


LIB3431-036-P1-K1-B2 





51319 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



9 



BLASTN 
gl9094 
52 

4.0e-20 

64 

95 

H. vulgare 



mRNA PsaN for photosystem I subunit N 



400626 

LIB3431-036-P1-K1-B3 

BLASTX 

g2072555 

237 

9.0e-20 

44 

100 

{AF001396) metallothionein-like protein [Oryza sativa] 
>gi_6103441_gb__AAF03603.1_ (AF147786) metallothionein-like 
protein [Oryza sativa] 



Seq. No, 


400627 


Seq, ID 


LIB3431-036-P1-K1-B4 


Method 


BLASTX 


NCBI GI 


g2306981 


BLAST score 


385 


E value 


4.0e-37 


Match length 


68 


% identity 


99 


NCBI Description 


{AF010321) photosystem 


Seq. No. 


400628 


Seq. ID 


LIB3431-036-P1-K1-B5 


Method 


BLASTX 


NCBI GI 


gl32105 


BLAST score 


567 


E value 


2.0e-58 


Match length 


122 


% identity 


87 


NCBI Description 


RIBULOSE BISPHOSPHATE ( 




(RUBISCO SMALL SUBUNIT 




ribulose-bisphosphate < 



I antenna protein [Oryza sativa] 



BOXYLASE SMALL CHAIN C PRECURSOR 

>gi_68094_pir RKRZS9 

boxylase (EC 4.1.1,39) small chain 
precursor (clone" pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375__prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400629 

LIB3431-036-P1-K1-B6 

BLASTX 

g4760553 

703 

2.0e-74 

142 
96 

{AB019533) Nad-dependent formate dehydrogenase [Oryza 



51320 



sativa] 



Can" "NFn 


400630 


Seq. ID 


LIB3431-036- 


Method 


BLASTX 


NCBI GI 


g2570511 




637 




l.Oe-66 




123 




98 


Kir^R T Do c r^r~ T "n't" i on 




^ • 1^1 • 


400631 


Sea ID 


LIB3431-036' 


Method 


BLASTX 


NCBI GI 


g320618 


BLAST score 


486 


E value 


5.0e-49 


Match length 


111 


% identity 


84 


NCBI Description 


chlorophyll 



-P1-K1-B7 



chlorophyll a-b binding protein [Oryza sativa] 



-P1-K1-B9 



I precursor - rice 
>gi_218172_dbj_BAA00536_ {D00641) type I light-harvesting 
chlorophyll a/b-binding protein [Oryza sativa] 
>gi_227611_prf 1707316A chlorophyll a/b binding protein 1 





[Oryza sativa] 


Seq. No. 


400632 


Seq. ID 


LIB3431-036-P1-K1-C1 


Method 


BLASTX 


NCBI GI 


gl835731 


BLAST score 


378 


E value 


3.0e-36 


Match length 


122 


% identity 


67 


NCBI Description 


(U86018) photosystem II : 


Seq. No. 


400633 


Seq. ID 


LIB3431-036-P1-K1-C11 


Method 


BLASTX 


NCBI GI 


g3126854 


BLAST score 


715 


E value 


7.0e-76 


Match length 


136 


% identity 


99 


NCBI Description 


{AF061577) chlorophyll a, 


Seq. No. 


400634 


Seq. ID 


LIB3431-036-P1-K1-C12 


Method 


BLASTX 


NCBI GI 


g82080 


BLAST score 


425 


E value 


7.0e-42 


Match length 


121 


% identity 


68 


NCBI Description 


chlorophyll a/b-binding ] 



>gi_226872_prf 1609235A chlorophyll a/b binding protein 

[Lycopersicon esculentum] 



51321 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400635 

LIB3431-036-P1-K1-C2 

BLASTX 

g3914468 

536 

7.0e-55 

142 

75 

26S PROTEASOME REGULATORY SUBUNIT S3 (NUCLEAR ANTIGEN 21D7) 

>gi_478411_pir JQ2257 nuclear antigen 21D7 - carrot 

>gi_217911_dbj_BAA02696_ (D13434) 21D7 antigen [Daucus 
carota] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400636 

LIB3431-036-P1-K1-C5 

BLASTX 

gll9784 

221 

6.0e-18 

92 
55 

3-0X0ACYL-[ACYL-CARRIER-PR0TEIN] SYNTHASE I PRECURSOR 
(BETA-KETOACYL-ACP SYNTHASE I) (KAS I) 

>gi_100555_pir A39356 3-oxoacyl- [acyl-carrier-protein] 

synthase {EC 2.3.1.41) I beta chain precursor, chloroplast 
- barley >gi_167065 (M60410) beta-ketoacyl-ACP synthase I 
[Hordeum vulgar e] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400637 

LIB3431-036-P1-K1-C6 

BLASTX 

gl31225 

663 

l.Oe-69 

147 

85 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT XI PRECURSOR (SUBUNIT 

V) (PSI-L) >gi_100605_pir ^A39759 photosystem I 18K protein 

precursor - barley >gi_167087 (M61146) photosystem I 
hydrophobic protein [Hordeum vulgare] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400638 

LIB3431-036-P1-K1-C7 

BLASTX 

g4097547 

261 

l.Oe-22 

124 

48 

(U64906) ATFP3 [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



400639 

LIB3431-036-P1-K1-C9 

BLASTX 

g3024440 

356 



51322 



E value 
Match length 
% identity 
NCBI Description 



7.0e-34 

75 

88 

PROTEASOME DELTA CHAIN PRECURSOR (MULT I CATALYTIC 
ENDOPEPTIDASE COMPLEX DELTA CHAIN) 

>gi_1743356_emb_CAA70699_ {Y09505) proteasome delta subunit 
[Nicotiana tabacuin] 



Seq. No. 


400640 


Seq* ID 


LIB3431-036-P1-K1-D1 


Method 


BLASTX 


NCBI GI 


g4105561 


BLAST score 


186 


E value 


8 . Oe-14 


Match length 


80 


% identity 


54 


NCBI Description 


( AF047 4 4 4 ) ribulose-5-phosphate- 


Seq. No. 


400641 


Seq. ID 


LIB3431-036-P1-K1-D10 


Method 


BLASTX 


NCBI GI 


gll5787 


BLAST score 


592 


E value 


5.0e-64 


Match length 


133 


% identity 


94 


NCBI Description 


CHLOROPHYLL A-B BINDING PROTEIN 



Seq. No. 

Seq. ID 

Method 

NCBI Gl' 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



2 PRECURSOR (LHCII TYPE I 

CAB-2) (LHCP) >gi_82461_pir S03706 chlorophyll a/b-binding 

protein 2R precursor - rice >gi_20182_emb_CAA32109_ 
{X13909) chlorophyll a/b-binding preprotein (AA -28 to 235) 
[Oryza sativa] 

400642 

LIB3431-036-P1-K1-D11 

BLASTX 

gl31388 

283 

3.0e-25 

107 

63 

OXYGEN-EVOLVING ENHANCER PROTEIN 1 PRECURSOR (OEEl) (33 KD 
SUBUNIT OF OXYGEN EVOLVING SYSTEM OF PHOTOSYSTEM II) (33 KD 

THYLAKOID MEMBRANE PROTEIN) >gi_100831_pir S16260 

photosystem II oxygen-evolving complex protein 1 - common 
wheat X Sanduri wheat >gi_21844_emb_CAA40670_ (X574 08) 
33kDa oxygen evolving protein of photosystem II [Triticum 
aestivum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400643 

LIB3431-036-P1-K1-D3 

BLASTX 

g4759278 

301 

3.0e-27 

144 

43 

prp28, U5 snRNP 100 kd protein >gi_2655202 



{AF026402) U5 



51323 



snRNP 100 kD protein [Homo sapiens] 



Seq. No. 


400644 


Seq. ID 


LIB3431-036-P1-K1-D4 


Method 


BLASTX 


NCBI GI 


o e o o /" n o 

g2529682 


BLAST score 


238 


E value 


6. Oe-20 


Match length 


143 


% identity 


42 


NCBI Description 


{AC002535) unknown protein [Arabidopsi; 


Seq. No. 


400645 


Seq. ID 


LIB3431-036-P1-K1-D5 


Method 


BLASTX 


NCBI GI 


g4519936 


BLAST score 


481 


E value 


2.0e-48 


Match length 


136 


% identity 


71 


NCBI Description 


(AB019186) RPRl [Oryza sativa] 


Seq. No. 


400646 


Seq. ID 


LlBo4ol"UoD— rl— 1\1-"UD 


Method 


BLASTX 


NCBI GI 


g4678279 


BLAST score 


311 


E value 


2.0e-28 


Match length 


97 


% identity 


67 


NCBI Description 


(AL049660) carboxyl terminal protease- 



[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400647 

LIB3431-036-P1-K1-D7 

BLASTX 

g3789954 

582 

3.0e-60 

109 

100 

(AF094776) chlorophyll a/b-binding protein precursor [Oryza 
sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400648 

LIB3431-036-P1-K1-D8 

BLASTX 

g3126854 

662 

l.Oe-69 
124 

100 

(AF061577) chlorophyll a/b binding protein [Oryza sativa] 



Seq. No. 
Seq. ID 
Method 



400649 

LIB3431-036-P1-K1-E1 
BLASTX 



51324 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gll5787 
531 

3.0e-54 

121 
8 8 

CHLOROPHYLL A-B BINDING PROTEIN 2 PRECURSOR (LHCII TYPE I 

CAB-2) (LHCP) >gi_82461_pir S03706 chlorophyll a/b-binding 

protein 2R precursor - rice >gi__20182__emb_CAA32109_ 
(X13909) chlorophyll a/b-binding preprotein (AA -28 to 235) 
[Oryza sativa] 

400650 

LIB3431-036-P1-K1-E10 

BLASTX 

g4263714 

536 

7.0e-55 

142 

77 

(AC006223) putative integral membrane protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400651 

LIB3431-036-P1-K1-E11 

BLASTX 

g6006310 

751 

5.0e-80 

144 

99 

(AB018443) nonphototrophic hypocotyl lb [Oryza sativa] 
400652 

LIB3431-036-P1-K1-E12 

BLASTX 

gl421751 

175 

2,0e-12 

36 

92 

{U60592) putative ORE; conserved in 5' leaders of plant 
SAMdC [Pisum sativum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



400653 

LIB3431-036-P1-K1-E3 

BLASTX 

g3047090 

419 

4.0e-41 

138 

55 

(AF058826) T26D22.18 gene product 
400654 

LIB3431-036-P1-K1-E4 

BLASTX 

g2944180 



[Arabidopsis thaliana] 



51325 







454 




E value 


3.0e-45 




Match length 


114 




% identity 


76 




NCBI Description 


(AF00777 9) trehalose-6-phc 






thaliana] 




Seq. No. 


400655 




Seq. ID 


LIB3431-036-P1-K1-E6 




Method 


BLASTN 




NCBI GI 


gl83573G 




BLAST score 


274 




E value 


l.Oe-152 




Match length 


290 




% identity 


99 




NCBI Description 


Oryza sativa photosystem : 






complete cds 


o 


Seq. No. 


400656 




Seq. ID 


LIB3431-036-P1-K1-E8 




Method 


BLASTX 








yj 


BLAST score 


210 




E value 


l.Oe-16 




Match length 


75 




% identity 


64 




NCBI Description 


(AC005315) putative ATPas* 




Seq. No. 


400657 




Seq, ID 


LIB3431-036-P1-K1-F1 




Method 


BLASTX 




NCBI GI 


gl071913 




BLAST score 


490 




E value 


2.0e-49 




Match length 


127 




% identity 


73 




. NCBI Description 


cysteine synthase (EC 4.2 



mRNA, 



.8) C precursor, 
- spinach >gi_1066153_dbj_BAA07177_ (D37963) 
synthase [Spinacia oleracea] 



mitochondrial 
cysteine 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 



400658 

LIB3431-036-P1-K1-F10 

BLASTX 

g461595 

262 

8.0e-23 

94 

55 

ATP SYNTHASE B' CHAIN PRECURSOR (SUBUNIT II) 

>gi_479533_pir S34473 H+-transporting ATP synthase (EC 

3.6.1.34) chain 9 - spinach >gi_394755_emb_CAA50520_ 
(X71397) CF{o)II ATP synthase subunit 9 [Spinacia oleracea] 

400659 

LIB3431-036-P1-K1-F11 

BLASTX 

g2072555 



51326 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



237 

9.0e-20 

44 

100 

(AF001396) metallothionein-like protein [Oryza sativa] 
>gi_6103441_gb_AAF03603.1_ (AF147786) metallothionein-like 
protein [Oryza sativa] 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400660 

LIB3431-036-P1-K1-F12 

BLASTN 

gl245938 

36 

l.Oe-10 

36 

100 

rabClC-2 beta=chloride channel C1C-2G isoform [rabbits, 
heart atrium, mRNA, 2998 nt] 



Seq, No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400661 

LIB3431-036-P1-K1-F2 

BLASTX 

g6017100 

588 

6.0e-61 

142 
71 

{AC009895) unknown protein [Arabidopsis thaliana] 
400662 

LIB3431-036-P1-K1-F3 

BLASTX 

gl31388 

383 

6.0e-37 

127 

66 

OXYGEN-EVOLVING ENHANCER PROTEIN 1 PRECURSOR (OEEl) (33 KD 
SUBUNIT OF OXYGEN EVOLVING SYSTEM OF PHOTOSYSTEM II) (33 KD 

THYLAKOID MEMBRANE PROTEIN) >gi_100831_pir S16260 

photosystem II oxygen-evolving complex protein 1 - common 
wheat X Sanduri wheat >gi_21844_emb_CAA40670_ (X57408) 
33kDa oxygen evolving protein of photosystem II [Triticum 
aestivum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400663 

LIB3431-036-P1-K1-F4 

BLASTX 

g3789952 

275 

3.0e-24 

55 

96 

(AF094775) chlorophyll a/b-binding protein presursor [Oryza 
sativa] 



Seq. No. 



400664 



51327 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3431-036-P1-K1-F6 

BLASTX 

g4558549 

627 

2.0e-65 

144 

83 

{AC007138) putative SecA-type chloroplast protein transport 
factor [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400665 

LIB3431-036-P1-K1-F7 

BLASTX 

g2191152 

149 

2,0e-09 

105 

39 

(AF007269) A_IG002N01 . 31 gene product [Arabidopsis 
thaliana] 



Seq, No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400666 

LIB3431-036-P1-K1-F8 

BLASTX 

g2407281 

682 

6.0e-72 

127 

99 

{AF017363) ribulose 1, 5-bisphosphate carboxylase small 
subunit [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400667 

LIB3431-036-P1-K1-G1 

BLASTX 

g2130052 

451 

7.0e-45 

99 

89 

xylose isomerase (EC 5.3. 
>gi_l 29680 9_einb_CAA6 4 5 4 5_ 
[Hordeum vulgar e] 



1.5) - barley 
{X95257) xylose 



isomerase 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400668 

LIB3431-036-P1-K1-G10 

BLASTX 

g2072555 

237 

9.0e-20 

44 

100 

{AF001396) metallothionein-like protein [Oryza sativa] 
>gi_6103441_gb_AAF03603.1_ (AF147786) metallothionein-like 
protein [Oryza sativa] 



Seq, No. 



400669 



51328 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3431-036-P1-K1-G2 

BLASTX 

g3913808 

590 

4,0e-61 

132 

89 

FERROCHELATASE PRECURSOR (PROTOHEME FERRO-LYASE) 
SYNTHETASE) >gi_2429618__db j_BAA22284_ (AB007120) 
f errochelatase [Oryza sativa] 



(HEME 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400670 

LIB3431-036-P1-K1-G4 

BLASTX 

g4079798 

496 

4.0e-50 

127 

77 

{AF052203) 23 kDa polypeptide of photosystem II [Oryza 
sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400671 

LIB3431-036-P1-K1-G5 

BLASTX 

g3126854 

511 

6.0e-52 

99 

97 

(AF061577) chlorophyll a/b binding protein [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400672 

LIB3431-036-P1-K1-G6 

BLASTX 

g4895205 

248 

4.0e-21 
61 
77 

(AC007661) 
thaliana] 



putative alcohol dehydrogenase [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400673 

LIB3431-036-P1-K1-G7 

BLASTX 

g2695931 

350 

5.0e-33 

141 

53 

(AJ22277 9) hypothetical protein [Hordeum vulgare] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



400674 

LIB3431-036-P1-K1-G8 

BLASTN 

g6015437 



51329 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



36 

l.Oe-10 

36 

100 

Homo sapiens PEXl rtiRNA, complete cds 
400675 

LIB3431-036-P1-K1-H1 

BLASTX 

g3789952 

578 

8.0e-60 

116 

98 

(AF094775) chlorophyll a/b-binding protein presursor [Oryza 
sativa] 



Seq. No- 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400676 

LIB3431-036-P1-K1-H6 

BLASTX 

gl32105 

591 

3.0e-61 

127 

87 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208__dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 



Seq. No, 


400677 


Seq. ID 


LIB3431-036-P1-K1-H7 


Method 


BLASTN 


NCBI GI 


g5917782 


BLAST score 


36 


E value 


5.0e-ll 


Match length 


120 


% identity 


82 


NCBI Description 


Oryza sativa carbonic anhydrase 3 mRNA, 


Seq. No. 


400678 


Seq. ID 


LIB3431-036-P1-K1-H8 


Method 


BLASTX 


NCBI GI 


g548605 


BLAST score 


561 


E value 


8.0e-58 


Match length 


127 


% identity 


89 


NCBI Description 


PHOTOSYSTEM I REACTION CENTRE SUBUNIT X 



complete cds 



PRECURSOR 

(LIGHT-HARVESTING COMPLEX I 7 KD PROTEIN) (PSI-K) 

>gi_539055__pir ^A48527 photosystem I protein psaK precursor 

- barley >gi_304220 (L12707) photosystem I PSI-K subunit 



51330 



[Hordeum vulgare] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400679 

LIB3431-036-P1-K1-H9 

BLASTX 

gl709846 

164 

3.0e-ll 

121 

44 

PHOTOSYSTEM II 22 KD PROTEIN PRECURSOR >gi_706853 
22 kDa component of photosystem II [Lycopersicon 
esculentum] 



(U04336) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400680 

LIB3431-036-P1-N1-A1 

BLASTN 

g576770 

280 

l.Oe-156 

304 

98 

Oryza sativa clone STl sucrose-regulated mRNA, 3' 
sequence 



-end 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400681 

LIB3431-036-P1-N1-A11 

BLASTX 

g2072555 

237 

l.Oe-19 

44 

100 

{AF001396) metallothionein-like protein [Oryza sativa] 
>gi_6103441_gb_AAF03603.1__ (AF147786) metallothionein-like 
protein [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400682 

LIB3431-036-P1-N1-A4 

BLASTX 

g6103011 

515 

2.0e-52 

115 

48 

(X84225) precursor of photosystem II subunit 
[Nicotiana tabacum] 



(22KDa) 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400683 

LIB3431-036-P1-N1-A5 

BLASTN 

g6016845 

206 

l.Oe-112 

347 

89 

Oryza sativa genomic DNA, chromosome 1, clone : P0711E10 



51331 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400684 

LIB3431-036-P1-N1-A8 

BLASTX 

gl32105 

402 

4.0e-39 

73 

100 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj__BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



400685 

LIB3431-036-P1-N1-A9 

BLASTX 

g730456 

335 

3.0e-31 

65 

100 



NCBI Description 4 OS RIBOSOMAL PROTEIN SI 9 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400686 

LIB3431-036-P1-N1-B12 

BLASTX 

g671740 

532 

2.0e-54 

103 

95 

(X84730) ribulose-bisphosphate carboxylase [synthetic 
construct] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400687 

LIB3431-036-P1-N1-B2 

BLASTX 

g3914466 

369 

3.0e-35 

67 

99 

PHOTOSYSTEM 
(PSI-N) >gi 



I REACTION CENTRE 
2981214 (AF052429) 



SUBUNIT PSAN 
photosystem 



PRECURSOR 

I complex PsaN 



subunit precursor [Zea mays] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



400688 

LIB3431-036-P1-N1-B3 

BLASTX 

g2072555 

237 



51332 



E value 
Match length 
% identity 
NCBI Description 



l.Oe-19 

44 

100 

(AF001396) metallothionein-like protein [Oryza sativa] 
>gi_6103441_gb_AAF03603.1__ {AF147786) metallothionein-like 
protein [Oryza sativa] 



Seq. No. 


400689 


Seq. ID 


LIB3431-036-P1-N1-B4 


Method 


BLASTX 


NCBI GI 


g2306981 


BLAST score 


236 


E value 


l.Oe-19 


Match length 


52 


% identity 


87 


NCBI Description 


{ AFO 10321) phot OS ys t em 


Seq. No. 


400690 


Seq. ID 


LIB3431-036-P1-N1-B5 


Method 


BLASTX 


NCBI GI 


gl32105 


BLAST score 


443 


E value 


7.0e-44 


Match length 


80 


% identity 


100 


NCBI Description 


RIBULOSE BISPHOSPHATE ( 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208__dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 

400691 

LIB3431-036-P1-N1-B6 

BLASTX 

g4760553 

429 

3.0e-42 

82 

95 

{AB019533) 
sativa] 



Nad-dependent formate dehydrogenase [Oryza 



400692 

LIB3431-036-P1-N1-B7 

BLASTX 

gll5794 

550 

2.0e-56 

111 
94 

CHLOROPHYLL A-B BINDING PROTEIN 13 PRECURSOR [LHCII TYPE 

III CAB-13) >gi_72748_pir CDT033 chlorophyll a/b-binding 

protein type III precursor (cab-13) - tomato 



51333 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



O 



>gi_19277_einb_CAA42818_ (X60275) LHCII type III 
[Lycopersicon esculentum] 

400693 

LIB3431-036-P1-N1-B9 

BLASTX 

gll5787 

501 

l-Oe-50 

97 

99 

CHLOROPHYLL A-B BINDING PROTEIN 2 PRECURSOR (LHCII TYPE I 

CAB-2) (LHCP) >gi_824 61_pir S03706 chlorophyll a/b-binding 

protein 2R precursor - rice >gi_20182_eiTib_CAA32109_ 
(X13909) chlorophyll a/b-binding preprotein (AA -28 to 235) 
[Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400694 

LIB3431-036-P1-N1-C1 

BLASTN 

gl835730 

197 

l.Oe-106 

277 

93 

Oryza sativa photosystem II 10 kDa polypeptide mRNA, 
complete cds 



Seq. No. 


400695 


Seq, ID 


LIB3431-036- 


Method 


BLASTX 


NCBI GI 


g3126854 


BLAST score 


190 


E value 


3.0e-14 


Match length 


71 


% identity 


55 


NCBI Description 


(AF061577) < 


Seq. No. 


400696 


Seq. ID 


LIB3431-036- 


Method 


BLASTX 


NCBI GI 


gll5813 


BLAST score 


209 


E value 


2.0e-16 


Match length 


69 


% identity 


67 


NCBI Description 


CHLOROPHYLL 




CAB-8) >gi_: 




chlorophyll 


Seq, No. 


400697 


Seq. ID 


LIB3431-036- 


Method 


BLASTX 


NCBI GI 


gll9784 


BLAST score 


312 


E value 


2.0e-28 


Match length 


62 



8 PRECURSOR (LHCI TYPE III 



a/b-binding protein [Lycopersicon esculentum] 



51334 



o 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



92 

3-OXOACYL- [ACYL-CARRIER-PROTEIN] SYNTHASE I PRECURSOR 
(BETA-KETOACYL-ACP SYNTHASE I) (KAS I) 

>gi_100555_pir ^A39356 3-oxoacyl- [acyl-carrier-protein] 

synthase (EC 2. 3 •1.41) I beta chain precursor, chloroplast 
- barley >gi_167065 (M60410) beta-ketoacyl-ACP synthase I 
[Hordeum vuigare] 

400698 

LIB3431-036-P1-N1-C9 

BLASTX 

g2511594 

326 

4.0e-30 

95 

66 

(Y13694) multicatalytic endopeptidase complex, proteasome 
precursor, beta subunit [Arabidopsis thaliana] 
>gi_2827525_emb_CAA16533,l_ (AL021633) multicatalytic 
endopeptidase complex, proteasome precursor, beta subunit 
[Arabidopsis thaliana] >gi_3421099 {AF043529) 20S 





proteasome siibunit PBAl [Arabidopsis thaliana] 


Seq. No. 


400699 


Seq. ID 


LIB3431-036-P1-N1-D1 


Method 


BLASTX 


NCBI GI 


g4105561 


BLAST score 


391 


E value 


9.0e-38 


Match length 


85 


% identity 


88 


NCBI Description 


{AF047444) ribulose-5-phosphate-3-epimerase [Oryza ; 


Seq. No. 


400700 


Seq. ID 


LIB3431-036-P1-N1-D10 


Method 


BLASTX 


NCBI GI 


g3036942 


BLAST score 


363 


E value 


2.0e-34 


Match length 


71 


% identity 


97 


NCBI Description 


(AB012636) light harvesting chlorophyll a/b-binding 




[Nicotiana sylvestris] 


Seq. No. 


400701 


Seq. ID 


LIB3431-036-P1-N1-D11 


Method 


BLASTX 


NCBI GI 


g482311 


BLAST score 


428 


E value 


4.0e-42 


Match length 


86 


% identity 


99 


NCBI Description 


photosystem II oxygen-evolving complex protein 1 - ; 




(strain Nihonbare) >gi_739292_prf 2002393A oxygen-< 




complex protein 1 [Oryza sativa] 


Seq. No. 


400702 



rice 



51335 



o • 





ijlrSj^jl UOD irl LNl JJ^ 


LYIS ufioa. 




NCBI GI 


g2529682 


BLAST score 


202 


E value 


1 , ue— xo 


Matcn lengtn 




-6 laentity 




NCBI Description 


{AC002535) unknown protein [Arabidopsis thaliana] 


Seq. No. 


A A A T A "0 

4uU IVO 


oeq. xU 


J_ili3 j4 ^l^Uo D ir ±~LN ± JJ / 


Method 


"DT TV C1TI%7 

BLAST A 






BLAST score 


181 


E value 


4,0e-13 


Mat on iengtn 




O -^A— .4— 

% identity 


T A A 
100 


NCBI Description 


(AF094776) chlorophyll a/b-binding protein precursor [Oryza 




sativa] 


Seq. No. 


y( A A T A X 
4UU /U4 


oeq* IJJ 


T TT3'5/I'51 — Dl — Ml —PiQ 

Li±i504 jl~U JO ir±""LN 1 Uo 


Method 


■DT 7\ cn^Y 

nLiAb i A 


NCBI GI 


g3126854 


BLAST score 


405 


E value 


1 . Oe-39 


Match length 


78 


% identity 


97 


NCBI Description 


{AF061577) chlorophyll a/b binding protein [Oryza sativa] 


Seq. No. 


400705 


Seq, ID 


tx"do/ioi ao/C m \ti tt"! 
LIBo4ol-Uoo-Pl-Ni-El 


Method 


BLASTX 




gou JDy4D 


BLAST score 


321 


E value 


l.Oe-29 


Match length 


63 


% identity 


97 


NCBI Description 


(AB012637) light harvesting chlorophyll a/b-bindmg protein 




[Nicotiana sylvestris] 


Seq. No, 


A A A "7 A /" 

400706 


beq. ID 


LilB 0 4 0 i — U 0 0- r 1— JNl 1 -iljl i 


Method 


DliAb i A 


NCBI GI 


g6006310 


BLAST score 


454 


E value 


4 . Oe-45 


Match length 


86 


% identity 


100 


NCBI Description 


(AB018443) nonphototrophic hypocotyl lb [Oryza sativa] 


Seq. No, 


400707 


Seq, ID 


LIB3431-036-P1-N1-E2 


Method 


BLASTX 


NCBI GI 


g4966372 


BLAST score 


277 


E value 


2.0e-24 



51336 



o 



Match length 

% identity 

NCBI Description 



83 
67 

(AC006341) ESTs gb__N38586 and gb_N38613 come from this 
gene. [Arabidopsis thaliana] 



beg. NO. 


4UU / Uo 


beq. ID 


LXBo4 ol-U Jb-Pi-Nl-Eo 


Metnou 


BLASTX 




goU4 / izo 


BLAST score 


one 


E value 


6, Oe-16 


Match length 


/ o 


-6 Identity 


yi o 


NCBI Description 


(AF058919) No definition 1; 


beq. No. 


A n A T n Q 


Seq. ID 


LIB3431-036-P1-N1-E8 


Method 


BLASTX 


NCBI GI 


g3461848 


BLAST score 


210 


E value 


1 . Oe-16 


Match length 


75 


% identity 


64 


NCBI Description 


(ACuUoJlo) putative ATPase 


Seq, No. 


400710 


Seq. ID 


LIB3431-036-P1-N1-F1 


Method 


BLASTX 


NCBI GI 


gl071913 


BLAST score 


365 


E value 


l.Oe-34 


Match length 


103 


% identity 


70 


NCBI Description 


cysteine synthase (EC 4.2. 



Seq, No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



.99.8) C precursor, mitochondrial 
- spinach >gi_1066153_dbj_BAA07177_ (D37963) cysteine 
synthase [Spinacia oleracea] 

400711 

LIB3431-036-P1-N1-F10 

BLASTX 

g461595 

220 

9.0e-18 

98 

49 

ATP SYNTHASE B' CHAIN PRECURSOR (SUBUNIT II) 

>gi_479533_pir S34473 H+-transporting ATP synthase (EC 

3.6.1.34) chain 9 - spinach >gi_394755_emb_CAA5052G_ 
{X71397) CF(o)II ATP synthase subunit 9 [Spinacia oleracea] 

400712 

LIB3431-036-P1-N1-F11 

BLASTX 

g2072555 

237 

l.Oe-19 

44 



51337 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



100 

(AF001396) metallothionein-like protein [Oryza sativa] 
>gi_6103441_gb_AAF03603.1_ (AF147786) metallothionein-like 
protein [Oryza sativa] 

400713 

LIB3431-036-P1-N1-F3 

BLASTX 

g482311 

302 

2.0e-27 

60 

100 

photosystem II oxygen-evolving complex protein 1 - rice 

(strain Nihonbare) >gi_739292_prf 2002393A oxygen-evolving 

complex protein 1 [Oryza sativa] 



Seq, No, 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400714 

LIB3431-036-P1-N1-F4 

BLASTX 

g3789952 

27 3 

6.0e-24 

52 

100 

(AF094775) 
sativa] 



chlorophyll a/b-binding protein presursor [Oryza 



Seq, No. 


400715 


Seq. ID 


LIB3431-036-P1-N1-F5 


Method 


BLASTN 


NCBI GI 


g2662340 


BLAST score 


71 


E value 


l.Oe-31 


Match length 


215 


% identity 


83 


NCBI Description 


Oryza sativa mRNA for EF-1 alpha, complete cds 


Seq. No. 


400716 


Seq, ID 


LIB3431-036-P1-N1-F6 


Method 


BLASTX 


NCBI GI 


g2500724 


BLAST score 


182 


E value 


3.0e-13 


Match length 


39 


% identity 


87 


NCBI Description 


PREPROTEIN TRANSLOCASE SECA SUBUNIT PRECURSOR 




>gi 2129894 pir S72453 secA protein precursor 




>gi_1122325__emb_CAA57798_ (X82404) chloroplast 




[Pisxom sativum] 


Seq. No. 


400717 


Seq. ID 


LIB3431-036-P1-N1-F8 


Method 


BLASTX 


NCBI GI 


g671740 


BLAST score 


382 


E value 


l,0e-36 



garden pea 



51338 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



70 
99 

(X84730) ribulose-bisphosphate carboxylase [synthetic 
construct] 

400718 

LIB3431-036-P1-N1-F9 

BLASTX 

g4314378 

175 

2.0e-12 

57 
60 

{AC006232) putative lipase [Arabidopsis thaliana] 
>gi_5306262_gb__AAD41994.1_AC006233__5 (AC006233) putative 
lipase [Arabidopsis thaliana] 

400719 

LIB3431-036-P1-N1-G10 

BLASTX 

g2072555 

237 

l.Oe-19 

44 

100 

(AF001396) metallothionein-like protein [Oryza sativa] 
>gi_6103441_gb_AAF03603.1_ (AF147786) metallothionein-like 
protein [Oryza sativa] 

400720 

LIB3431-036-P1-N1-G4 

BLASTX 

g4079798 

354 

2 .06-33 

68 

100 

(AF052203) 23 kDa polypeptide of photosystem II [Oryza 
sativa] 

400721 

LIB3431-036-P1-N1-G5 

BLASTX 

g3126854 

520 

6.0e-53 

99 

98 

(AF061577) chlorophyll a/b binding protein [Oryza sativa] 
400722 

LIB3431-036-P1-N1-G6 

BLASTX 

g3378650 

335 

3.0e-31 
95 



51339 





D D 




^A.;?fDUDy dJDooxoxv.^ cLoxu. dL* ux V d LriCLixociy u oduxvcij 




/ 0/17 9 


Corf in 


JjXDOtJX UOu ItJ. ln± O/ 


lie UlivJvJ. 




NCBI GI 


g2695931 


BLAST score 


504 


111 VciXU.c 


o • ox 




xu D 


% identity 


Q Q 

o y 


iN^DJL Utr oOX ip LKJXl 




O e . IN O . 


f± U U f /i^ 


♦ XL/ 




Mot" Vi (^H 




LNV^JjX VJX 




I->J_trt.O X oou^c 


J J L/ 


E value 


l.Oe-37 


Match length 


71 


^ iQemnty 


xuu 


NCBI Description 


^iiruuuoxoj liiO 1 u / ^ouz v-cj-juo fi u J coxresponcis X-O d reyioii ux 




^ne preaiCTieQ gene.; similar no giyceraiaenyae o pnospnaue 




u.ciiy VJ.X (jy ciido^ • ^ruo^ixxo; ^wxyZid odi_xvdj 


oe<5« iNO. 


4UU /ZD 


oec^. ±u 


T TR'^i'^1 -n'^(^-Pl -KTI -W1 1 
XiXDOriOX UOO jTX LN X nxx 




RT a<^TY 


Mr'TST CT 


gxio / / 4 


DXj/tlO i bCOic 


xo ;? 


E value 


^ ■ ue 1^ 


ria.T-.cn xenytn 


DO 


% identity 


57 


NCBI Description 


CHLOROPHYLL A-B BINDING PROTEIN 13 PRECURSOR (LHCII TYPE I 




k^hjd ±j ) \Lin.\^i: ) '^yi /z/ox pir L'jJiroio cnioxopnyix 




a/t>~]oinding protein 13 precursor petunia 




>gi ZU4/1 eiiiD u/iAZoziu (auzoo/j cao u precursor 




pL/xy ptjp LXUG \dd 00 L.<j zooy LirtJuu-iiXd op. j 


oeq. WO. 


4UU /Z 0 




xiXDOfiox uoo irx inx nx^ 




OJ_u~i.O J. .A. 


NCBI GI 


g552740 


BLAST score 


197 


Hj vaxue 


z . ue xo 


Match length 


0 b 


% identity 


7 

/ 0 


NCBI Description 


(M17841) rilDOSOicial protein S7 [Zea mays] 


beg. NO. 


4UU /z / 


oeg. xu 


XiXDOfiOX UOD irX LNX rlZ 






NCBI GI 


g6016428 


BLAST score 


301 


E value 


3.0e-27 


Match length 


63 


% identity 


83 



51340 



o 



NCBI Description 



PUTATIVE CASEIN KINASE II BETA-4 CHAIN (CK II) >gi_3341688 
(AC003672) putative casein kinase II beta subunit 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400728 

LIB3431-036-P1-N1-H3 

BLASTX 

g2582822 

393 

5.0e-38 

83 

86 

(Y09987) CDSP32 protein (Chloroplast Drought-induced Stress 
Protein of 32kDa) [Solanum tuberosum] 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400729 

LIB3431-036-P1-N1-H4 

BLASTX 

g3126854 

287 

l.Oe-25 

54 

100 

(AF061577) chlorophyll a/b binding protein [Oryza sativa] 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400730 

LIB3431-036-P1-N1-H5 

BLASTX 

g3789954 

431 

2.0e-42 

81 

98 

(AF094776) chlorophyll a/b-binding protein precursor [Oryza 
sativa] 



Seq. No. 


400731 


Seq, ID 


LIB3431-036-P1-N1-H6 


Method 


BLASTN 


NCBI GI 


g902200 


BLAST score 


44 


E value 


4.0e-16 


Match length 


48 


% identity 


49 


NCBI Description 


2. mays complete chloroplast 


Seq. No. 


400732 


Seq. ID 


LIB3431-036-P1-N1-H7 


Method 


BLASTX 


NCBI GI 


g606817 


BLAST score 


491 


E value 


2.0e-49 


Match length 


92 


% identity 


100 


NCBI Description 


(U08404) carbonic anhydrase 



>gi_5 91778 3_gb_AAD5 6038. 1_AF1 8 2 8 0 6_ 
anhydrase 3 [Oryza sativa] 



sativa] 

1 (AF182806) 



carbonic 



51341 



Sea No 


"•x \J \J / >J J 


Seq, ID 


LIB3431-036-Pl-Nl-Hft 




ID J-JJTlO J. jTi. 


NCBI GI 


y -J *± u w %j 


BLAST score 


473 


E V3.1ue 


2 . Oe-47 


Match length 


113 


% identity 


85 




-t liu 1 1 o 1 ILra ± £\Slir\K^ 1 ±Kjvi y^ZilH L l\iLi oUDULN±i A itKiIjUUixoUK 








'^gi_3o^uoo pxr H^ooz / pno Losysreiti i prorein psai\ precur; 








[noraeuiii vuxgarej 


IkJ t W • 


*± U V / Or± 


Seq. ID 


T,TR34^1 -n'^7-Pl -K1 -Al 

xixoji^x w / ^x i\x r^X 


Method 


BLASTX 


NCBI GI 


g671740 


BLAST score 


471 


F. V3 1 n 

Hi V — 1- L<i 


9 0^^-47 




O _7 




Q7 




VA04/ouy xijjuxuse oxspnospnare carooxyxase Lsyniineuxc 




construct ] 


O C ^ • LN U • 


ft u u / oo 


Seq. ID 


T,TR'^4'^1 -n'^7 — P1 -K"! -AT 1 

XiXDOriOX UO / xX JaX rtXX 


Method 


BLASTX 


NCBI GI 


g5262946 


-OUTFOX O J_ t. 


o ux 


Xj VclXUIC 


z . ue~Dy 




1 4 Q 

Xfi y 




7Q 


iN^jD± uescnpLion 


{Y19104) beta-alanine synthase [Lycopersicon esculentum] 


O c vj^ • i>l \ j . 


^ UU f oK) 


Seq. ID 


T,TR'^4'^1 — n'^7-Pl —Vl — A1 9 

XiXOOri JX UO / IT X XVX jiX^ 


Method 


BLASTX 


NCBI GI 


g2984709 


l->J-JiT.O X O (^J J_ cs 


1 S4 


Hj vcLJ_U.t; 


X . ue Xi 




1 HR 
X UO 


^ "1 K^orrh" T "h \7 
^ X(.jlc;il L._L L ^ 


4 Q 


iNursx utifc>cinpL.ion 


tAiiUo^4oo} unaj-rexatea protexn ZMDJl [Zea mays] 




Afion "^7 


Sea TD 


T.TR'^4'^1 — n'^7-P1 — Pfl -A4 


Method 


BLASTX 


NCBI GI 


g4996105 


BLAST score 


386 


E value 


3.0e-37 




y o 


% identity 


76 


NCBI Description 


{AB014076) histidine decarboxylase [Brassica napus] 


Seq. No. 


400738 




51342 



o 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3431-037-P1-K1-A5 

BLASTX 

gl32105 

290 

l.Oe-40 

138 

71 

RIBULOSE BIS PHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1,39) small chain 
precursor (clone pOSSS1139) - rice >gi__218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400739 

LIB3431-037-P1-K1-A7 

BLASTX 

gl076724 

387 

2,0e-37 

74 

95 

LHCI-680, photosystem I antenna protein - barley 
>gi_666054_emb_CAA59049_ (X84308) LHCI-680, photosystem I 
antenna protein [Hordeum vulgare] 

400740 

LIB3431-037-P1-K1-A8 

BLASTX 

g3914603 

735 

4.0e-78 

142 

99 

RIBULOSE BISPHOSPHATE CARBOXYLASE /OXYGENASE ACTIVASE, 
CHLOROPLAST PRECURSOR (RUBISCO ACTIVASE) >gi_1778414 
(U74321) ribulose-1, 5-bisphosphate carboxylase /oxygenase 
activase [Oryza sativa] 

400741 

LIB3431-037-P1-K1-B1 

BLASTX 

g482311 

320 

l.Oe-29 

64 

100 

photosystem II oxygen-evolving complex protein 1 - rice 

(strain Nihonbare) >gi_739292_prf 2002393A oxygen-evolving 

complex protein 1 [Oryza sativa] 



Seq. No. 
Seq. ID 
Method 



400742 

LIB3431- 

BLASTX 



037-Pl-Kl-BlO 



51343 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



O 



gl32105 
614 

6,0e-64 

132 

88 

RIBOLOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi___218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400743 

LIB3431-037-P1-K1-B12 

BLASTX 

g3377815 

258 

3.0e-22 

76 

68 

(AF076275) 
score: 255 



similar to protein kinases 
71) [Arabidopsis thaliana] 



(Pfam: pkinase.hmm. 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400744 

LIB3431-037-P1-K1-B2 

BLASTX 

gll5787 

558 

2.0e-57 

140 

81 

CHLOROPHYLL A-B BINDING PROTEIN 2 PRECURSOR (LHCII TYPE I 

CAB-2) (LHCP) >gi_82461_pir S03706 chlorophyll a/b-binding 

protein 2R precursor - rice >gi_20182_emb_CAA32109_ 
(X13909) chlorophyll a/b-binding preprotein (AA -28 to 235) 
[Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400745 

LIB3431-037-P1-K1-B3 

BLASTN 

g3885891 

129 

2.0e-66 

182 

99 

Oryza sativa photosystem-1 
mRNA, complete cds 



F subunit precursor (PSI-F) 



Seq. No. 
Seq, ID 

Method 
NCBI GI 
BLAST score 
E value 



400746 

LIB3431-037-P1-K1-B4 

BLASTX 

g3789954 

388 

2.0e-37 



51344 



Match length 

% identity 

NCBI Description 



73 
97 

(AF094776) 
satival 



chlorophyll a/b-binding protein precursor [Oryza 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400747 

LIB3431-037-P1-K1-B5 

BLASTX 

g7 3-^4 5 4 

418 

5.0e-41 

84 

95 

{U23188) chlorophyll a/b-binding apoprotein CP26 precursor 
[Zea mays] 

400748 

LIB3431-037-P1-K1-B7 

BLASTX 

gl00293 

320 

2.0e-29 

80 

40 

ribonucleoprotein A, 29K - wood tobacco 

>gi_19754_einb_CAA43427_ (X61113) 29kD A ribonucleoprotein 
[Nicotiana sylvestris] 

400749 

LIB3431-037-P1-K1-B9 

BLASTX 

g3913641 

442 

8.0e-44 

108 

82 

FRUCTOSE-1, 6-BISPHOSPHATASE, 
(D-FRUCTOSE-1, 6 -BIS PHOSPHATE 
>gi_3041777_dbj_BAA25423_ (AB007194) 
f ructose-1, 6-bisphosphatase [Oryza sativa] 



CHLOROPLAST PRECURSOR 

1 - PHOS PHOHYDROLAS E ) ( FB PASE ) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



400750 

LIB3431-037-P1-K1-C10 

BLASTX 

g2191138 

148 

2.0e-09 

56 

46 

(AF007269) A_IG002N01 . 18 gene product [Arabidopsis 
thaliana] 

400751 

LIB3431-037-P1-K1-C12 

BLASTX 

gl617197 

148 



51345 



E value 
Match length 
% identity 
NCBI Description 

Seq, No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



2.0e-09 

29 

90 

(Z72488) CP12 [Nicotiana tabacum] 
400752 

LIB3431-037-P1-K1-C3 

BLASTX 

g5042409 

425 

9.0e-42 

139 

61 

(AC006193) Putative membrane related protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400753 

LIB3431-037-P1-K1-C4 

BLASTX 

g3776557 

389 

l.Oe-37 

142 

51 

(AC005388) Contains similarity to gi_2924 4 95 hypothetical 
protein Rvl920 from Mycobacterium tuberculosis genome 
gb_AL022020. [Arabidopsis thaliana] 



Seq. No. 


400754 


Seq. ID 


LIB3431-037-P1-K1-C6 


Method 


BLASTX 


NCBI GI 


g3885892 


BLAST score 


284 


E value 


2.0e-35 


Match length 


104 


% identity 


72 


NCBI Description 


(AF093634) photosystem-1 


Seq. No. 


400755 


Seq. ID 


LIB3431-037-P1-K1-C7 


Method 


BLASTX 


NCBI GI 


g5882720 


BLAST score 


294 


E value 


2.0e-26 


Match length 


99 


% identity 


60 


NCBI Description 


(AC008263) Similar to gb 



transferase from Pisum sativum and contains 2 PF_00168 C2 
(phospholipid binding) domains. ESTs gb_H76726, gb_T45544 
and gb_N96377 come from this gene. [Arab 

Seq. No. 400756 

Seq. ID LIB3431-037-P1-K1-C8 

Method BLASTX 

NCBI GI g3345477 

BLAST score 506 

E value 3.0e-51 



51346 



Match length 

% identity 

NCBI Description 

Seq. No- 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



O 

143 
70 

(AB016283) carbonic anhydrase [Oryza sativa] 
400757 

LIB3431-037-P1-K1-D1 

BLASTX 

g3789952 

490 

2.0e-49 

114 

86 

(AF094775) chlorophyll a/b-binding protein presursor [Oryza 
sativa] 

400758 

LIB3431-037-P1-K1-D10 

BLASTX 

gl32105 

631 

6.0e-66 

116 

100 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 {AF017364) 
ribulose 1^ 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375__prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400759 

LIB3431-037-P1-K1-D11 

BLASTX 

gll5796 

785 

5.0e-84 

148 

98 

CHLOROPHYLL A-B BINDING PROTEIN PRECURSOR (LHCII TYPE I 
CAB) (LHCP) >gi_218174_dbj_BAA00537_ (D00642) type II 
light-harvesting chlorophyll a/b-binding protein [Oryza 
sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400760 

LIB3431-037-P1-K1-D12 

BLASTX 

gll5787 

557 

3.0e-57 

133 

84 

CHLOROPHYLL A-B BINDING PROTEIN 2 PRECURSOR (LHCII TYPE I 

CAB-2) (LHCP) >gi_82461_pir S03706 chlorophyll a/b-binding 

protein 2R precursor - rice >gi__20182_emb_CAA32109_ 



51347 



{X13909) chlorophyll a/b-binding preprotein (AA -28 to 235) 
[Oryza sativa] 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400761 

LIB3431-037-P1-K1-D5 

BLASTX 

g5734758 

321 

l.Oe-29 

155 

41 

(AC007651) Similar to tuftelin-interacting protein 
[Arabidopsis thaliana] 



400762 

LIB3431-037-P1-K1-D6 

BLASTX 

g3335335 

190 

3.0e-14 

61 

62 

(AC004512) ESTs gb_F14113 and gb_ 
region. [Arabidopsis thaliana] 



T42122 come from this 



Seq. No. 


400763 


Seq, ID 


LIB3431-037-P1-K1-D7 


Method 


BLASTX 


NCBI GI 


g3435096 


BLAST score 


273 


E value 


6.0e-24 


Match length 


101 


% identity 


55 


NCBI Description 


(AF033587) SRZ21 [Arabidopsis thaliana] 


Seq. No. 


400764 


Seq. ID 


LIB3431-037-P1-K1-E1 


Method 


BLASTX 


NCBI GI 


gl653513 


BLAST score 


158 


E value 


2.0e-10 


Match length 


81 


% identity 


41 


NCBI Description 


(D90914) hypothetical protein [Synechocyst, 


Seq, No. 


400765 


Seq. ID 


LIB3431-037-P1-K1-E10 


Method 


BLASTN 


NCBI GI 


g6015437 


BLAST score 


35 


E value 


6,0e-10 


Match length 


35 


% identity 


100 


NCBI Description 


Homo sapiens PEXl mRNA, complete cds 


Seq, No, 


400766 


Seq. ID 


LIB3431-037-P1-K1-E11 



51348 



o 





BLASTX 


J.N ^ IJ J. \J J. 


ai ns 




/ ^ o 


E value 


i . ue~ / y 


Match length 


157 


% identity 


90 


NCBI Description 


RIBULOSE 




(ROBISCO 




ribulose- 



SPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

ALL SUBUNIT C) >gi_68094_pir RKRZS9 

sphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi__2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400767 

LIB3431-037-P1-K1-E12 

BLASTX 

g3894193 

152 

9.0e-10 

117 

38 

(AC005662) putative strictosidine synthase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400768 

LIB3431-037-P1-K1-E2 

BLASTN 

g3075487 

59 

2.0e-24 

187 

83 

Oryza sativa chlorophyll a/b-binding protein 
mRNA, complete cds 



(RCABP69) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400769 

LIB3431-037-P1-K1-E3 

BLASTN 

g2239152 

290 

l.Oe-162 

306 

99 

0. sativa mRNA for putative T3/T7-lik:e RNA polymerase, 
partial 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



400770 

LIB3431-037-P1-K1-E5 

BLASTX 

gl32105 

667 

4.0e-70 

142 

89 



51349 



o • 

NCBI Description RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

{RUBISCO SMALL SUBUNIT C) >gi_68 094__pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi__218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1^ 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400771 

LIB3431-037-P1-K1-E6 

BLASTX 

gl32105 

286 

2.0e-25 

118 

59 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_db j_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi__226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400772 

LIB3431-037-P1-K1-E7 

BLASTX 

gl076724 

410 

5.0e-40 

78 

95 

LHCI-680^ photosystem I 
>gi 66,6054 emb CAA59049 



antenna protein - barley 
(X84308) LHCI-680, photosystem I 



antenna protein [Hordeum vulgare] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400773 

LIB3431-037-P1-K1-E8 

BLASTX 

g461999 

708 

6.0e-75 

154 

90 

ELONGATION FACTOR G, 



CHLOROPLAST PRECURSOR (EF-G) 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



400774 

LIB3431-037-P1-K1-E9 

BLASTX 

gll8170 

429 

3.0e-42 
102 



51350 



% identity 

NCBI Description 



O 

85 

CYSTEINE PROTEINASE INHIBITOR-I (ORYZACYSTATIN-I ) 

>gi_82491_pir ^A28464 oryzacystatin - rice >gi_169784 

{J03469) oryzacystatin [Oryza sativa] >gi_169807 (M29259) 
oryzastatin [Oryza sativa] >gi_259137_bbs_120195 (S49967) 
oryzacystatin=cysteine protease inhibitor [Oryza^rice, 
Peptide, 102 aa] [Oryza] >gi__1280613 (U54702) oryzacystatin 
[Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400775 

LIB3431-037-P1-K1-F1 

BLASTX 

gl076724 

548 

3.0e-56 

102 

96 

LHCI-680, photosystem I 
>gi_ 666054 emb CAA59049 



antenna protein - barley 
(X84308) LHCI-680, photosystem I 



antenna protein [Hordeum vulgare] 



Seq. No. 


400776 


Seq. ID 


LIB3431-037-P1-K1-F10 


Method 


BLAbTX 


NCBI GI 


g2288969 


BLAST score 


390 


E value 


l.Oe-37 


Match length 


118 


% identity 


65 


NCBI Description 


{Y12862) glutathione transferase 


Seq. No. 


400777 


Seq. ID 


LIB3431-037-P1-K1-F11 


Method 


BLASTX 


NCBI GI 


g4469020 


BLAST score 


314 


E value 


9.0e-29 


Match length 


72 


% identity 


82 


NCBI Description 


{AL035602) putative protein (fra* 




thaliana] 


Seq. No. 


400778 


Seq. ID 


LIB3431-037-P1-K1-F2 


Method 


BLASTX 


NCBI GI 


gll5787 


BLAST score 


470 


E value 


4.0e-47 


Match length 


126 


% identity 


75 



[Zea mays] 



[Arabidopsis 



NCBI Description 



CHLOROPHYLL A-B BINDING PROTEIN 2 PRECURSOR (LHCII TYPE I 

CAB-2) (LHCP) >gi_82461_pir S03706 chlorophyll a/b-binding 

protein 2R precursor - rice >gi_20182_emb_CAA32109_ 
(X13909) chlorophyll a/b-binding preprotein (AA -28 to 235) 
[Oryza sativa] 



Seq. No. 



400779 



51351 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3431-037-P1-K1-F3 

BLASTX 

gl706260 

768 

5.0e-82 

156 
89 

CYSTEINE PROTEINASE 1 PRECURSOR >gi_2118131_pir S59597 

cysteine proteinase 1 precursor - maize 

>gi__643597_dbj_BAA08244_ (D45402) cysteine proteinase [Zea 
mays] 

400780 

LIB3431-037-P1-K1-F4 

BLASTN 

gll957 

467 

O.Oe+00 

475 

100 

Rice complete chloroplast genome 
400781 

LIB3431-037-P1-K1-F6 

BLASTX 

g548605 

472 

3.0e-47 

125 

78 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT X PRECURSOR 
(LIGHT-HARVESTING COMPLEX I 7 KD PROTEIN) (PSI-K) 

>gi_539055_pir ^A48527 photosystem I protein psaK precursor 

- barley >gi__304220 (L12707) photosystem I PSI-K subunit 
[Hordeum vulgar e] 



Seq. No. 


400782 


Seq. ID 


LIB3431-037-P1-K1-F7 


Method 


BLASTX 


NCBI GI 


g3738304 


BLAST score 


270 


E value 


l,0e-23 


Match length 


143 


% identity 


42 


NCBI Description 


(AC005309) hypothetical protein 


Seq. No. 


400783 


Seq, ID 


LIB3431-037-P1-K1-F8 


Method 


BLASTX 


NCBI GI 


g2072555 


BLAST score 


237 


E value 


l.Oe-19 


Match length 


44 


% identity 


100 


NCBI Description 


(AF001396) metallothionein-like 



>gi_6103441_gb_AAF03603 . 1_ 
protein [Oryza sativa] 



{AF14778 6) metallothionein-like 



51352 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq, ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



400784 

LIB3431-037-P1-K1-F9 

BLASTX 

g417260 

421 

3.0e-41 

128 

66 

LIGHT REGULATED PROTEIN PRECURSOR >gi_422003_pir S33632 

lirl protein - rice >gi_20263_emb_CAA48706_ (X68807) 
light-regulated gene [Oryza sativa] 

400785 

LIB3431-037-P1-K1-G10 

BLASTX 

g2347098 

448 

2.0e-44 

94 

86 

(U76845) ubiquitin-specific protease [Arabidopsis thaliana] 
>gi_4490742_emb_CAB38904.1_ (AL035708) ubiquitin-specific 
protease (AtUBP3) [Arabidopsis thaliana] 

400786 

LIB3431-037-P1-K1-G12 

BLASTX 

g2072555 

237 

l.Oe-19 

44 

100 

(AF001396) metallothionein-like protein [Oryza sativa] 
>gi_6103441_gb_AAF03603.1__ (AF147786) metallothionein-like 
protein [Oryza sativa] 

400787 

LIB3431-037-P1-K1-G2 

BLASTX 

g2501189 

520 

6.0e-53 

138 

76 

THIAMINE BIOSYNTHETIC ENZYME 1-1 PRECURSOR 

>gi_2130146_pir S61419 thiamine biosynthetic enzyme thil-1 

- maize >gi_596078 (U17350) thiamine biosynthetic enzyme 
[Zea mays] 

400788 

LIB3431-037-P1-K1-G3 

BLASTX 

g2565436 

159 

l.Oe-10 
99 



51353 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



O 

39 

(AF028842) DegP protease precursor [Arabidopsis thaliana] 
400789 

LIB3431-037-P1-K1-G5 

BLASTX 

gl708191 

428 

4.0e-42 

135 

55 

HEXOSE CARRIER PROTEIN HEX6 >gi_467319 (LOS 18 8) hexose 
carrier protein [Ricinus coimunis] 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400790 

LIB3431-037-P1-K1-G7 

BLASTX 

g548603 

698 

2.0e-75 

148 

97 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT II PRECURSOR 
(PHOTOSYSTEM I 20 KD SUBUNIT) (PSI-D) 

>gi_478404_pir JQ2247 photosystem I chain D precursor - 

barley >gi_167085 (M98254) PSI-D subunit [Hordeum vulgare] 



Seq. No. 


400791 


Seq. ID 


LIB3431-037' 


Method 


BLASTX 


NCBI GI 


g3603401 


BLAST score 


414 


E value 


2.0e-40 


Match length 


131 


% identity 


61 


NCBI Description 


(AF083333) i 


Seq. No. 


400792 


Seq. ID 


LIB3431-037 


Method 


BLASTX 


NCBI GI 


g320618 


BLAST score 


546 


E value 


6.0e-56 


Match length 


123 


% identity 


85 


NCBI Description 


chlorophyll 



cinnamyl-alcohol dehydrogenase [Medicago sativa] 



■P1-K1-G9 



D-Dinaxng protein l precursor - rice 
>gi_218172__dbj_BAA00536_ (D00641) type I light-harvesting 
chlorophyll a/b-binding protein [Oryza sativa] 

>gi_227611_prf 1707316A chlorophyll a/b binding protein 1 

[Oryza sativa] 

Seq. No. 400793 

Seq. ID LIB3431-037-P1-K1-H1 

Method BLASTX 

NCBI GI g32944 67 

BLAST score 682 

E value 6.0e-72 



51354 



o 



Match length 148 
% identity 89 

NCBI Description (U89341) phosphoglucomutase 1 [Zea mays] 



Seq. No, 400794 

Seq. ID LIB3431-037-P1-K1-H11 

Method BLASTX 

NCBI GI g3126854 

BLAST score 660 

E value 5.0e-75 

Match length 143 

% identity 99 

NCBI Description (AF061577) chlorophyll a/b binding protein [Oryza sativa] 

Seq. No. 400795 

Seq. ID LIB3431-037-P1-K1-H12 

Method BLASTX 

NCBI GI g733454 

BLAST score 569 

E value l.Oe-58 

Match length 131 

% identity 82 

NCBI Description (023188) chlorophyll a/b-binding apoprotein CP2 6 precursor 
[Zea mays] 

Seq. No. 400796 

Seq. ID LIB3431-037-P1-K1-H3 

Method BLASTX 

NCBI GI gl31388 

BLAST score 294 

E value l.Oe-26 

Match length 115 

% identity 61 



NCBI Description OXYGEN- EVOLVING ENHANCER PROTEIN 1 PRECURSOR (OEEl) (33 KD 
SUBUNIT OF OXYGEN EVOLVING SYSTEM OF PHOTOS YSTEM II) (33 KD 

THYLAKOID MEMBRANE PROTEIN) >gi_100831_pir S16260 

photosystem II oxygen-evolving complex protein 1 - common 
wheat X Sanduri wheat >gi_21844_emb_CAA4 067 0_ (X57408) 
33kDa oxygen evolving protein of photosystem II [Triticum 
aestiviam] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400797 

LIB3431-037-P1-K1-H4 

BLASTX 

gl561774 

733 

7.0e-78 

161 

81 

(U67426) malate dehydrogenase [Vitis vinifera] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



400798 

LIB3431-037-P1-K1-H7 

BLASTX 

g548605 

485 

6.0e-54 



51355 



o 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



133 
87 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT X PRECURSOR 
(LIGHT-HARVESTING COMPLEX I 7 KD PROTEIN) (PSI-K) 

>gi_539055_pir ^A48527 photosystem I protein psaK precursor 

- barley >gi_304220 {L12707) photosystem I PSI-K subunit 
[Hordeum vulgare] 

400799 

LIB3431-037-P1-K1-H8 

BLASTX 

g3757515 

536 

8.0e-55 

130 

75 

(AC005167) hypothetical protein [Arabidopsis thaliana] 
>gi_4581130_gb_AAD24 620.1_AC005825__27 (AC005825) 
hypothetical protein [Arabidopsis thaliana] 

400800 

LIB3431-037-P1-K1-H9 

BLASTX 

gl32105 

604 

9.0e-63 

130 

88 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 



Seq. No. 400801 

Seq. ID LIB3431- 

Method BLASTX 

NCBI GI g347451 

BLAST score 202 

E value 8.0e-16 

Match length 38 

% identity 100 

NCBI Description (L22155) 
sativa] 



037-Pl-Nl-Al 



ribulose 1, 5-bisphosphate carboxylase [Oryza 



Seq, No, 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



400802 

LIB3431-037-P1-N1-A12 

BLASTN 

gll957 

168 

3.0e-89 

284 

45 



51356 



o 



NCBI DBScription 


Rice comnlete chloi^oolast aenomp 


Sea No 


400803 


Seq. ID 


LIB3431-037-P1-N1-A4 


Method 


BLASTX 


NCBI GI 


g4996105 


BLAST score 


316 


E vslue 


5 , Oe-29 


Ma.tc]ri lencfth. 


77 




73 


NCBI Descriotion 


fABni407fil h 1 1 rii np Hpp3"rh»o5f\/l a =!P T Rrs <=!•=! i o a 

\ iij— ' \j ^ \j 1 \j } ii.-1-t^ <w -1- \^ j_ 1 1 ^w4.^ \^ cj. J- K-^ \j y _!_ ci o \Z' j_ J. a. o o _u ci 


SsCT No 


400804 

W ^uf U W M 


Seq. ID 


LIB3431-037-P1-N1-A5 




RT.A.STX 


NCBI GI 


g671740 


BLAST score 


336 


E value 


3.0e-31 




84 


Q ^^^^ X X ^ ^ _J 


80 


NCBI Descriotion 






construct 1 


Se^ri No 


1 \J U U 


Sea ID 


LIB3431-037-P1-N1-A8 


Method 


BLASTX 


NCBI GI 


al 67097 


BLAST score 


151 


E value 


7.0e-22 




70 




7Q 


NPRT Dp^pti 0+" 1 OTt 


^MSR44Q^ T^iV^nlo^cs 1 V^TQr^lnoQT^Ha'l~& /^ja t"V\(^ v\7l a a i 
\ vj 1 3' y X XJ.JU.J. woe? -1- / 'J JJ-L o^inj o^iJLd L. c ocii. JUtw>A.y xcto ' 




rHordpiiTTi viilrrsTpl 

{_ J_ LULL V UXUCIX^J 


O • i^i ^ • 


*± u u o u u 


Seq, ID 


LIB3431-G37-P1-N1-B1 


Method 


BLASTX 


NCBI GI 


g482311 


BLAST score 


320 


E value 


2.0e-29 


Match length 


64 


% identity 


100 



[synthetic 



NCBI Description 



photosystem II oxygen-evolving complex protein 1 - rice 

(strain Nihonbare) >gi_7392 92_prf 2002393A oxygen-evolving 

complex protein 1 [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400807 

LIB3431-037-P1-N1-B10 

BLASTX 

gl32105 

397 

2.0e-38 

72 

100 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68 0 94__pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 



51357 



o 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 

400808 

LIB3431-037-P1-N1-B2 

BLASTX 

g693920 

374 

9.0e-36 

71 

100 

{U21113) chlorophyll a/b binding protein [Solanum 
tuberosum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400809 

LIB3431-037-P1-N1-B3 

BLASTN 

g3885891 

262 

l.Oe-145 

330 

95 

Oryza sativa photosystem-1 F subunit precursor 
mRNA, complete cds 



(PSI-F) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400810 

LIB3431-037-P1-N1-B5 

BLASTX 

g733454 

397 

l,0e-38 

84 

92 

(U23188) chlorophyll a/b-binding apoprotein CP26 precursor 
[Zea mays] 

400811 

LIB3431-037-P1-N1-C10 

BLASTX 

g2191138 

253 

l.Oe-21 

73 

70 

(AF007269) A_IG002N01 . 18 gene product [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



400812 

LIB3431-037-P1-N1-C3 

BLASTX 

g5042409 

147 

4.0e-09 
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41 








w v?l C?0 / ITLlLclLXVc ILL^ UU>J X Ct lit? X t;Xcl LC^J. ^XL/LOXil Lx^I. cXJwiXLlvj^o X o 




l.«ii.lCl-L-LCLilCL J 




*± u U O X J 


Sea ID 


LIB3431-037-P1-N1-C6 




BLASTX 


NCBI GI 


g3885892 


BLAST score 


471 








O -7 




inn 

IL* U 


"MPRT np<5 nTi ni" 1 r>n 






*± VJ U O X rt 


Seq. ID 


LIB3431-037-P1-N1-C8 


Me'hhor] 


BLASTX 


NCBI GI 


g3345477 


BLAST score 


182 


Hi V CLX U.C 




iXlci Loll XcliyCil 


?4 








X UZ. O J ^ OdX X'L'i.lXL' dilli^ LIX d D C i\JJ- y ^UCi oCiLXVClJ 


o€v5 * LNO . 


^ UUo 1 0 


<^prr TO 

OCV^ • XL/ 


T.TR3431 -n37-Pl -N1 -PQ 


ruts uiivjvj. 


OXltiO 1 ^ 


NCBI GI 


g3885886 


BLAST score 


199 


Hj VaXlie 


O • Uc XO 


rioT-cn xenynn 


JO 




1 nn 

lUU 


r«v_,Ol L'codi_pLiOll 


\rir U ^-3D01 ; rticoKe o pXcCUXovJX pxOLclIl L^-^Y^*^ odLXVclJ 


oeq. ino» 


41 UU 0 1 o 


9Arr TD 


T.TR^4^1 -m7-P1 -Ml -ni 
xixj->j*±jx uo/ irx x'x 


iiC? UllvJkJ. 


oxtmo ± /\ 


NCBI GI 


a3789952 


BLAST score 


203 


E value 


l,0e-15 


rid. Lcn lengLn 


o / 


Q- T ^ ^ n ^ T T 

^ xaeriLiLy 


lUU 


LNUoi jjescripL-ion 


^/irUi?4i/ / o^ cnxoropnyii a/o Dincting protein presursor L^ryzd. 




o d LX V d J 


oeq . iNO ♦ 


41UU0 1 / 




TT'R'^4'^1 - 0^7- PI -Ml — ni n 

XillJOfiOl UO / irl iNl UlU 






NCBI GT 


a671740 


BLAST score 


263 


E value 


y . ue z J 


Match length 


51 


% identity 


xUU 


NCBI Description 


(X84730) ribulose-bisphosphate carboxylase [synthetic 




construct] 
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Qpa No 


400818 

T W V V -1. v 


Seq. ID 


LIB3431-037-P1-N1-D11 


Method 


BLASTX 


NCBI GI 


g3126854 


BLAST score 


345 


E value 


2.0e-32 




65 




100 


NCBI Description 


(AF061577) chlorophyll a/b binding protein [Oryza sativa] 




400819 


Seq. ID 


LIB3431-037-P1-N1-D12 


Method 


BLASTX 


NCBI GI 


g3036942 


BLAST score 


216 


E value 


2.0e-17 




45 


^ 1 Hpnl" "i i~ V 

o J- vx ^ J. 1 u> -1- i- y 


89 


NCRT Dp "ni" "i on 


fABni2636^ liaht harvestina chloroDhvll a/b— bindino orotein 




[Nicotiana sylvestris] 




400820 


Sea ID 


LIB34 31-037 -P1-N1-D3 


Method 


BLASTN 


NCBI GI 


g342643 


BLAST score 


34 


E value 


2.0e-09 




106 




83 


MfRT n^QPTi "Pi"!" "i on 


Ma I'T'o Tn'l+'or'H*^"nHy"io"n lATi'hH r'Hl oin 1 qI" "in q PT*i~ ppini~^i t ni "nn 




rRNAs 


O ^ • IN \ J ■ 


U U O ^ X 


Seq. ID 


LIB3431-037-P1-N1-D8 


Method 


BLASTX 




CT2501190 


BLAST score 


202 


E value 


l,0e-15 


Match length 


60 


% identity 


72 


NPRT Dp^^pti "nl" i nn 


THIAMINE BIOSYNTHETIC ENZYME 1-2 PRECURSOR 




>ai 2130147 nlr 5^61 420 thiaminp hioqvnthptip enzvme thil-2 

X ^X^WX^ / ^XX \J\J±.^£^\J L-iiXCllLLXlxt^ J^X wo ^li. X ^ ^11ZjJ^xI.LC 1_1XXX 




— Tnaivpi >rfi SQf^Ofin ^ni7'^S1^ "hhi^^Tninp Y^i ri<5\/7Tl~ h pI" hp pti ^vitip 

ILLCLX iitS /yx J^\J\JOW ^wX/JJXJ L-iiXdlLLXilc; J<JXWOJ^llL.lJ.C 1 — L L> Cii i._yilLC 




[Zea mays] 


kj C • L\\J » 


400822 


Seq. ID 


LIB3431-037-P1-N1-E11 


Method 


BLASTX 


NCBI GI 


gl32105 


BLAST score 


443 


E value 


7.0e-44 


Match length 


80 


% identity 


100 


NCBI Description 


RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 



{RUBISCO SMALL SUBUNIT C) >gi_68 094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
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Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 150825 6A ribulose bisphosphate 

carboxylase S [Oryza sativa] 

400823 

LIB3431-037-P1-N1-E2 

BLASTN 

g3075487 

60 

5.0e-25 

92 

91 

Oryza sativa chlorophyll a/b-binding protein {RCABP69) 
mRNA, complete cds 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400824 

LIB3431-037-P1-N1-E5 

BLASTX 

g671740 

637 

l.Oe-66 

117 

100 

(X84730) ribulose-bisphosphate carboxylase [synthetic 
construct] 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



400825 

LIB3431-037-P1-N1-E6 

BLASTX 

g671740 

462 

4.0e-46 

84 

100 

(X84730) ribulose-bisphosphate carboxylase [synthetic 
construct] 

400826 

LIB3431-037-P1-N1-E7 

BLASTX 

gl076724 

405 

2.0e-39 

78 

94 

LHCI-680, photosystem I antenna protein - barley 
>gi_666054_emb_CAA59049_ (X84308) LHCI-680, photosystem I 
antenna protein [Hordeum vulgare] 

400827 

LIB3431-037-P1-N1-E8 

BLASTX 

g461999 

169 

6.0e-12 
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Match lenath 


44 


o -1- 1 i. Ui y 


75 


NCBI Description 


ELONGATION EAOTOR Cr THLOROPLACIT PRFPrTR^OR (VW-Ci) 


O C (.^ • IN O > 


r± U U O ^ O 


Seq. ID 


LIB3431-037-P1-N1-F1 

-1—1 -4- J—' ->«'^<^-L \J ^ f 1- J- i. 1 J- J- -L 


Method 


BLASTX 


NCBI GI 


g2306981 


BLAST score 


342 


E value 


5 . Oe-32 


Match 1 en nth 


87 


^ Ifipn 1 1 1 V 


72 


NCBT Dp s c TT "nt 1 on 


fAEm \ "oH o*f~ o Q *h ^TTi T airhoTiTia ■oT'O'h oin rPlv\7'7a ca^HiTTa 
x-tiKC w X u i ^ ^1 u \j o _y o I- cm x ciiiLdXiicL ^x^JUtrxii [wxy^ci oa.L.X.Vcl 


No 

O C • iS (J • 


u u o ^ ^ 


Seq, ID 


LIB34 31-037-P1 -N1 -El 0 

XtXU-^M-JX \J ^ I iTX INX I.X\J 


Method 


BLASTX 


NCBI GI 


g2288969 


BLAST score 


281 


J-4 V d JL. 1^4. w 


7 • Oe-25 


Match 1 en nth 


127 




47 


"NTPR T Dp c r i n-h -i on 


VlX^iOO^i^ y X LLCciCliXUIie L.xciIiSJ.exa.oe \_li^ci lUaysj 


oeq . iNO . 




'^prr TD 

O <3 • X 


XiXOOIJX UO/ IrX IMX rxx 


Method 


RT.ASTX 


NCBI GI 


04469020 


BLAST score 


258 


E value 


3.0e-22 


Mstch 1 pnrrth 


59 


"i Hpnl" "i "h "^7 

O J- Iwl^ll L. J. Li y 




Nr'RT Dpcir'T'i Tit* 1 nn 


\£\Li\j oDKjKj ) pucauive proT-ein ^rraginenL; [Araoiaopsis 




CllCLXXCLilCl J 




*tUU0Ox 


Sea TD 


T,TR'^4'^1 -n^7-P1 -Ml -E9 
xixooijx uo/ jlX lnx rz. 


Method 


BLA55TN 


NCBI GI 


g20181 


BLAST score 


87 


E value 


4.0e-41 


M;^ t oh 1 pn rrt h 


1 67 
X u / 


1 Hpn "f" 1 1" \7 


o o 


NPRT Dp c r" 1 "ni-h T on 


Rice cab2R gene for light harvesting chlorophyll 




ci/ u uxiiuixiy pxOuSin 


o » IN D . 


Anns 


Spa TO 


T.TR^4'^1 -r!^7-Pl —Ml -P'^ 
xixijj'iox uo/ irx i>ix ro 


Method 


BLASTX 


NCBI GI 


gl706260 


BLAST score 


442 


E value 


9.0e-44 


Match length 


82 


% identity 


95 



NCBI Description CYSTEINE PROTEINASE 1 PRECURSOR >gi_2118131_pir S59597 

cysteine proteinase 1 precursor - maize 

>gi_643597_dbj_BAA0824 4_ {D45402) cysteine proteinase [Zea 
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Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



mays] 
400833 

LIB3431-037-P1-N1-F4 

BLASTX 

gl28690 

533 

2.0e-54 

120 

88 

NADH-PLASTOQUINONE OXIDOREDUCTASE CHAIN 3, CHLOROPLAST 

>gi_66161_pir DERZN3 NADH dehydrogenase (ubiquinone) (EC 

1.6*5,3) chain 3 - rice chloroplast >gi_11989_emb_CAA34 001_ 
{X15901) ndhC; NADH dehydrogenase ND3 [Oryza sativa] 

>gi_226610_prf 1603356AG NADH dehydrogenase ND3 [Oryza 

sativa] 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400834 

LIB3431-037-P1-N1-F5 

BLASTX 

gl31176 

333 

6.0e-31 

65 

97 

PHOTOS YSTEM I REACTION CENTRE SUBUNIT IV PRECURSOR 
(PHOTOSYSTEM I 10.8 KD POLYPEPTIDE) (PSI-E) 

>gi_72683_pir F1BH4 photosystem I chain IV precursor - 

barley >gi_19087_emfo_CAA68782_ {Y00966) psa2 preprotein (AA 

-46 to 101) [Hordeum vulgare] >gi_226163_prf 1413233A 

10.8kD photosystem I protein [Hordeum vulgare var. 
distichum] 



Seq. No, 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400835 

LIB3431-037-P1-N1-F6 

BLASTX 

g548605 

277 

2.0e-24 

59 

90 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT X PRECURSOR 
(LIGHT-HARVESTING COMPLEX I 7 KD PROTEIN) (PSI-K) 

>gi_539055_pir ^A48527 photosystem I protein psaK precursor 

- barley >gi_304220 {L12707) photosystem I PSI-K subunit 
[Hordeum vulgare] 

400836 

LIB3431-037-P1-N1-F8 

BLASTX 

g2072555 

237 

l.Oe-19 

44 

100 

(AF001396) metallothionein-like protein [Oryza sativa] 
>gi_61034 41_gb AAF03603.1 (AF147786) metallothionein-like 
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o 



protein [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400837 

LIB3431-037-P1-N1-F9 

BLASTX 

g417260 

400 

7.0e-39 

120 

68 

LIGHT REGULATED PROTEIN PRECURSOR >gi_422003_pir S33632 

lirl protein - rice >gi_20263_emb_CAA48706_ {X68807) 
light-regulated gene [Oryza sativa] 



Seq. No. 


400838 


Seq. ID 


LIB3431-037-P1-N1-G1 


Method 


BLASTN 


NCBI GI 


g2950394 


BLAST score 


35 


E value 


5.0e-10 


Match length 


51 


% identity 


92 


NCBI Description 


Zea mays me gene, exons 1 to 


Seq. No. 


400839 


Seq. ID 


LIB3431-037-P1-N1-G10 


Method 


BLASTX 


NCBI GI 


g2347098 


BLAST score 


245 


E value 


l.Oe-20 


Match length 


52 


% identity 


85 


NCBI Description 


{U76845) ubiquitin-specif ic protease 



>gi_4490742_emb_CAB38 904.1_ (AL035708) ubiquitin-specif ic 
protease {AtUBP3) [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400840 

LIB3431-037-P1-N1-G12 

BLASTN 

g2072554 

220 

l.Oe-120 

243 

98 

Oryza sativa metallothionein-like protein mRNA, complete 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400841 

LIB3431-037-P1-N1-G2 

BLASTN 

g596079 

44 

2.0e-15 

76 

89 

Zea mays thiamine biosynthetic enzyme 
complete cds 



(thil-2) mRNA, 
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Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400842 

LIB3431-037-P1-N1-G3 

BLASTX 

g2565436 

158 

2.0e-10 

91 

40 

(AF028842) DegP protease precursor [Arabidopsis thaliana] 



400843 

LIB3431-037-P1-N1-G5 

BLASTX 

gl708191 

396 

2.0e-38 

104 

68 

HEXOSE CARRIER PROTEIN HEX6 >gi_467319 
carrier protein [Ricinus communis] 



(L08188) hexose 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400844 

LIB3431-037-P1-N1-G7 

BLASTX 

g548603 

565 

3.0e-58 

110 
97 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT II PRECURSOR 
(PHOTOSYSTEM I 20 KD SUBUNIT) (PSI-D) 

>gi_4 78404_pir JQ2247 photosystem I chain D precursor - 

barley >gi__167085 (M98254) PSI-D subunit [Hordeum vulgare] 

400845 

LIB3431-037-P1-N1-G8 

BLASTX 

gll68732 

289 

8.0e-26 

128 

49 

CINNAMYL-ALCOHOL DEHYDROGENASE (CAD) >gi_421914_pir S28045 

ELI3 protein - parsley (fragment) >gi__836638_emb_CAA48028_ 
(X67817) EliB [Petroseliniim crispum] 

400846 

LIB3431-037-P1-N1-G9 

BLASTX 

gll5787 

513 

4.0e-52 

98 
100 

CHLOROPHYLL A-B BINDING PROTEIN 2 PRECURSOR (LHCII TYPE I 
CAB-2) (LHCP) >gi 82461 pir S03706 chlorophyll a/b-binding 



51365 



o 



protein 2R precursor - rice >gi_20182_emb_CAA32109_ 
(X13909) chlorophyll a/b-binding preprotein (AA -28 to 235) 
[Oryza sativa] 



Seq. No. 


400847 


beq. lu 


T TD^yi 11 — flT? — D1 _W1 —Ul 


Method 


"DT 7\ CnrV 

BLiiib 1 A 


NCBl GI 


—.Q o Q /I A cn 

gozy44o / 


Dijiio 1 score 




E value 


o . ue-oo 


Matcn length 


1 Q 
fO 


% identity 




iMwiS-L uescnpuxon 




Seq. No. 


400848 


Seq. ID 


LIB3431-037-P1-N1-H10 


Method 


BLASTX 


NCBI GI 


g517500 


BLAST score 


190 


E value 


5.0e-23 


Match length 


94 


% identity 


68 


NCBI Description 


(M87435) precursor of the oxygen evolving 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



protein [Zea mays] >gi_44 4338_prf 1906386A photosystem II 

0E17 protein [Pisum sativum] 

400849 

LIB3431-037-P1-N1-H11 

BLASTX 

g3126854 

415 

l.Oe-40 

79 

99 

{AF061577) chlorophyll a/b binding protein [Oryza sativa] 
400850 

LIB3431-037-P1-N1-H12 

BLASTX 

g733454 

402 

3.0e-39 

81 

95 

(U23188) chlorophyll a/b-binding apoprotein CP26 precursor 
[Zea mays] 

400851 

LIB3431-037-P1-N1-H3 

BLASTX 

g482311 

374 

8.0e-36 

74 

100 

photosystem II oxygen-evolving complex protein 1 - rice 
(strain Nihonbare) >gi_739292_prf 2002393A oxygen-evolving 
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complex protein 1 [Oryza sativa] 



Seq, No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400852 

LIB3431-037-P1-N1-H4 

BLASTX 

gl708924 

252 

2.0e-21 

54 

87 

MALATE OXIDOREDUCTASE (MALIC ENZYME) (ME) (NADP-DEPENDENT 
MALIC ENZYME) (NADP-ME) >gi_515759 (L34836) malate 
dehydrogenase (NADP+) [Vitis vinifera] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400853 

LIB3431-037-P1-N1-H5 

BLASTX 

g671740 

202 

l.Oe-15 

38 

100 

{X84730) ribulose-bisphosphate carboxylase [synthetic 
construct] 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400854 

LIB3431-037-P1-N1-H6 

BLASTX 

g4206195 

213 

5.0e-17 

54 

67 

(AF071527) hypothetical protein [Arabidopsis thaliana] 
>gi_4262169_gb_AAD14469_ (AC005275) hypothetical protein 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400855 

LIB3431-037-P1-N1-H7 

BLASTX 

g548605 

493 

8.0e-50 

109 

90 

PHOTOSYSTEM I REACTION CENTRE 
(LIGHT-HARVESTING COMPLEX I 7 



SUBUNIT X PRECURSOR 
KD PROTEIN) (PSI-K) 



>gi_539055_pir ^A48527 photosystem I protein psaK precursor 

- barley >gi_304220 (L12707) photosystem I PSI-K subunit 
[Hordeum vulgare] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



400856 

LIB3431-037-P1-N1-H8 

BLASTX 

g3757515 

305 

8.0e-28 
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Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



O 



73 
77 

(AC005167) hypothetical protein [Arabidopsis thaliana] 
>gi_4581130_gb_AAD24 620.1_AC005825_27 (AC005825) 
hypothetical protein [Arabidopsis thaliana] 

400857 

LIB3431-037-P1-N1-H9 

BLASTX 

g671740 

264 

5.0e-23 

53 

96 

{X84730) ribulose-bisphosphate carboxylase [synthetic 
construct] 



Seq. No. 


400858 


beq, iu 


LIBJ4ol-U Jo-Pl-Kl-Al 


Method 


BLASTX 


NCBI GI 


gl66410 


BLAST score 


443 


E value 


6 - Oe-44 


Match length 


118 


% identity 


71 


NCBI Description 


(L07291) Alfin-1 [Medicago sativa] 


Seq. No. 


400859 


beq. ID 


LIB3431-038-P1-K1-A10 


Method 


BLASTX 


NCBI GI 


g3075488 


BLAST score 


634 


E value 


Z . Ue-DD 


Match length 


ITT 


% identity 


100 


NCBI Description 


(AF058796) chlorophyll a/b-binding protein [Oryza 


Seq. No. 


400860 


Seq, ID 


LIB3431-038-P1-K1-A11 


Method 


BLASTX 


NCBI GI 


g3367596 


BLAST score 


394 


E value 


3.0e-38 


Match length 


121 


% identity 


59 


NCBI Description 


(AL031135) putative protein [Arabidopsis thaliana; 


Seq. No. 


400861 


Seq. ID 


LIB3431-038-P1-K1-A12 


Method 


BLASTX 


NCBI GI 


g729535 


BLAST score 


223 


E value 


4.0e-18 


Match length 


76 


% identity 


58 


NCBI Description 


FERREDOXIN-THIOREDOXIN REDUCTASE, CATALYTIC CHAIN 



(FTR-C) (FERREDOXIN-THIOREDOXIN REDUCTASE SUBUNIT B) 



51368 



o 



(FTR-B) 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400862 

LIB3431-038-P1-K1-A2 

BLASTN 

g5852170 

79 

3.0e-36 

150 

34 

Oryza sativa indica(GLA4) 
clone:tl7804 



genomic DNA, chromosome 4, BAG 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



400863 

LIB3431-038-P1-K1-A3 

BLASTX 

g3548808 

322 

8.0e-30 

81 

67 

(AC005313) unknown protein [Arabidopsis thaliana] 
400864 

LIB3431-038-P1-K1-A4 

BLASTX 

g5031281 

274 

4.0e-24 

71 

75 

(AF139499) unknown [Prunus armeniaca] 
400865 

LIB3431-038-P1-K1-A5 

BLASTX 

g2293480 

431 

2.0e-42 

85 

98 

(AF011331) glycine-rich protein [Oryza sativa] 
400866 

LIB3431-038--P1-K1-A7 

BLASTX 

g282882 

175 

2.0e-12 

105 

37 

receptor-like protein kinase precursor - Arabidopsis 
thaliana >gi_166848 {M84659) receptor-like protein kinase 
[Arabidopsis thaliana] 

400867 

LIB3431-038-P1-K1-A8 



51369 



HP 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g3822223 

444 

4.0e-44 

123 

61 

(AF077955) branched-chain alpha keto-acid dehydrogenase El 
alpha subunit [Arabidopsis thaliana] 



oeq. rsfO . 


4UUo oo 


O <"r TT\ 

beq. IJJ 


T TiiO/iOi noo ni l^i tdi 
Lioo4ol-U^o— r i-Kl-Bi 


rietnoa 






gZZi704 O U 


DLiiio i score 




E value 


l.Oe-42 


Match length 


85 


-6 Identity 




NCBI Description 


(AF011331) glycme-rich 


Seq. No. 


400ooy 


Seq. ID 


LIB3431-038-P1-K1-B10 


Method 


BLASTX 


NCBI GI 


g4689384 


BLAST score 




E value 


4.0e-19 


Match length 


43 


% identity 


100 


NCBI Description 


(AF139467) LHCII type I 




[Vigna radiata] 


Seq. No. 


A A A O 1 A 

400870 


Seq. ID 


LIB3431-038-P1-K1-B11 


Metnoa 


BLASTX 




go / o4 / 4o 


BLAST score 


206 


E value 


4,0e-16 


Match length 


129 


% identity 


36 


NCBI Description 


(AC007651) Unknown prot< 


Seq, No. 


400871 


Seq. ID 


LIB34 31-038 -P1-K1-B3 


Method 


riliAo IN 


NCBI GI 


g4959460 


BLAST score 


35 


E value 


5.0e-10 


Match length 


35 


% identity 


100 


NCBI Description 


Zea mays RACE small GTP 


Seq. No. 


400872 


Seq. ID 


LIB3431-038-P1-K1-B4 


Method 


BLASTX 


NCBI GI 


g2501190 


BLAST score 


602 


E value 


l.Oe-62 


Match length 


142 



chlorophyll a/b binding protein 



complete cds 
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% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



85 

THIAMINE BIOSYNTHETIC ENZYME 1-2 PRECURSOR 

>gi_2130147_pir S61420 thiamine biosynthetic enzyme thil-2 

- maize >gi_596080 {U17351) thiamine biosynthetic enzyme 
[Zea mays] 



400873 

LIB3431-038-P1-K1-B5 

BLASTX 

g448445 

229 

7.0e-19 

62 

69 

CFO ATP synthase :SUBUNIT=9 



[Spinacia oleracea] 



400874 

LIB3431-038-P1-K1-B6 

BLASTX 

g710308 

732 

8.0e-78 

143 

97 

(U11693) victorin binding protein [Avena sativa] 
400875 

LIB3431-038-P1-K1-B7 

BLASTX 

g400879 

383 

6.0e-37 

135 

60 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT PSAN PRECURSOR 

(PSI-N) >gi_479690_pir S35159 photosystem I chain psaN 

barley >gi_19095_emb_CAA47056_ (X66428) photosystem I 
subunit N [Hordeum vulgare] 

400876 

LIB3431-038-P1-K1-B8 

BLASTX 

g4115918 

213 

6.0e-17 

50 
82 

(AF118222) similar to nascent polypeptide associated 
complex alpha chain [Arabidopsis thaliana] 

400877 

LIB3431-038-P1-K1-B9 

BLASTX 

gl32105 

759 

5.0e-81 
139 



51371 



o 



% identity 

NCBI Description 



100 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538__ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi__226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 



beg. NO. 


4U UH / 0 


Ot3Cj_. ±U 








NCBI GI 


gl67097 


BLAST score 


188 


E value 


y , ue^ / 


Matcli length 


/ o 


^ Identity 


o o 

o2 


viK^ni. jjescripuxon 


^iyioo44yj rxDUXOse i/O— Dispj 




[Hordeum vulgare] 


Seq. No, 


4UUo /y 


beq. lu 


LIBo4ol-U Jo-Pl-Kl-Cll 


Method 


BLASTX 


NCBi bl 


g4<^U4^Di 


BLAST score 


349 


E value 


6.Ge-33 


Match length 


113 


% identity 


bU 


NCBI Description 


(AC005223) 40409 [Arabidop; 


Seq. No. 


400880 


Seq. ID 


LIB3431-038-P1-K1-C12 


Method 


IDT 7\ C rnv 




gZU /ZDOO 


BLAST score 


237 


E value 


8.0e-20 


Match length 


44 


% identity 


100 


NCBI Description 


(AF001396) metallothionein- 




>gi_6 10344 l_gb_AAF0 3 6 0 3 . 1_ 




protein [Oryza sativa] 


Seq. No. 


400881 


Seq. ID 


LIB3431-038-P1-K1-C2 


Method 


BLASTX 


NCBI GI 


g320618 


BLAST score 


333 


E value 


4.0e-31 


Match length 


92 


% identity 


74 



NCBI Description 



chlorophyll a/b-binding protein I precursor - rice 
>gi_218172_dbj_BAA00536_ {D00641) type I light-harvesting 
chlorophyll a/b-binding protein [Oryza sativa] 

>gi_227 611_prf 1707316A chlorophyll a/b binding protein 1 

[Oryza sativa] 



51372 



€1 



Seq« No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 



400882 

LIB3431-038-P1-K1-C3 

BLASTX 

g733454 

191 

2.0e-14 

38 

97 

(U23188 
[Zea ma 



) chlorophyll a/b-binding apoprotein CP26 precursor 
ys] 



400883 

LIB3431-038-P1-K1-C4 

BLASTX 

g417260 

176 

7.0e-13 

38 

84 

LIGHT REGULATED PROTEIN PRECURSOR >gi__422003_pir S33632 

lirl protein - rice >gi_20263_emb_CAA48706__ {X68807) 
light-regulated gene [Oryza sativa] 

400884 

LIB3431-038-P1-K1-C5 

BLASTX 

g3345477 

508 

l.Oe-51 

135 

73 

(AB016283) carbonic anhydrase [Oryza sativa] 
400885 

LIB3431-038-P1-K1-C6 

BLASTX 

g4678364 

220 

8.0e-18 

71 

63 

(AL049659) putative protein [Arabidopsis thaliana] 
400886 

LIB3431-038-P1-K1-C9 

BLASTX 

gl30274 

337 

l.Oe-31 

63 

100 

PLASTOCYANIN >gi_82500_pir S06105 plastocyanin - rice 

400887 

LIB3431-038-P1-K1-D1 
BLASTX 



51373 



€1 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



g4056488 
477 

6.0e-48 

105 

76 

(AC005896) 



unknown protein [Arabidopsis thaliana] 



400888 

LIB3431-038-P1-K1-D10 

BLASTN 

g3063523 



BLAST score 


50 


Hi V ctx u.t; 




ixia u cn ± eng L.n 


loo 


^ laenuiLy 


Q A 




uryza saLiva nouxose 




subunit luRNA, complete 


oeq. wo. 


/I nn Q Q Q 


o€q« ±u 


IjIJdo^ J± U Jo JtxX Ull 


Method 






gj3U / 04 o O 


BLAST score 


483 


E value 


l.Oe-48 


Match length 


93 


% identity 


100 


NCBI Description 


(AF0587 96) chlorophyll 


Seq. No. 


400890 


Seq. ID 


LIB3431-038-P1-K1-D12 


Method 


BLASTX 


NCBI GI 


gl32105 


BLAST score 


552 


E value 


9.0e-57 


Match length 


117 


% identity 


90 


NCBI Description 


RIBULOSE BISPHOSPHATE ( 




(RUBISCO SMALL SUBUNIT 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BOXYLASE SMALL CHAIN C PRECURSOR 

>gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
{D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 {AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 

400891 

LIB3431-038-P1-K1-D2 

BLASTX 

g3914587 

254 

9.0e-22 

112 

50 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_1076711_pir S49992 

ribulose-1, 5-bisphosphate carboxylase/oxygenase - Aegilops 



51374 



squarrosa >gi_599620_emb__CAA58150_ (X83095) rbcS gene 
[Aegilops squarrosa] 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400892 

LIB3431-038-P1-K1-D5 

BLASTX 

gl31225 

586 

l.Oe-60 

144 

78 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT XI PRECURSOR (SUBUNIT 

V) (PSI-L) >gi_100605_pir ^A39759 photosystem I 18K protein 

precursor - barley >gi_167087 (M61146) photosystem I 
hydrophobic protein [Hordeum vulgare] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400893 

LIB3431-038-P1-K1-D7 

BLASTX 

g4582445 

269 

2.0e-23 

64 

70 

{AC007071) unknown protein [Arabidopsis thaliana] 
>gi_4589952_gb_AAD26470.1_AC007169_2 (AC007169) unknown 
protein [Arabidopsis thaliana] 

400894 

LIB3431-038-P1-K1-D9 

BLASTX 

g2760334 

294 

2.0e-26 

76 

64 

(AC002130) F1N21.5 [Arabidopsis thaliana] 
400895 

LIB3431-038-P1-K1-E1 

BLASTX 

gl001532 

251 

2.0e-21 

93 

52 

(D64000) hypothetical protein [Synechocystis sp.] 
400896 

LIB3431-038-P1-K1-E10 

BLASTX 

g82080 

638 

8.0e-67 

140 

81 

chlorophyll a/b-binding protein type III precursor - tomato 



51375 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



>gi_226872_prf 1609235A chlorophyll a/b binding protein 

[Lycopersicon esculentum] 

400897 

LIB3431-038-P1-K1-E11 

BLASTX 

gll5787 

580 

5.0e-60 

130 
88 

CHLOROPHYLL A-B BINDING PROTEIN 2 PRECURSOR (LHCII TYPE I 

CAB-2) (LHCP) >gi_82461_pir S03706 chlorophyll a/b-binding 

protein 2R precursor - rice >gi_20182__emb_CAA32109_ 
(X13909) chlorophyll a/b-binding preprotein (AA -28 to 235) 
[Oryza sativa] 



Seq. No. 


400898 


Seq. ID 


LIB3431-038-P1-K1-E4 


Method 


BLASTX 


NCBI GI 


g3075488 


BLAST score 


518 


E value 


9. Oe-53 


Match length 


117 


% identity 


85 


NCBI Description 


(AF0587 96) chlorophyll a. 


Seq. No. 


400899 


Seq. ID 


LIB3431-038-P1-K1-E5 


Method 


BLASTX 


NCBI GI 


gl617197 


BLAST score 


304 


E value 


1 . Oe-z / 


Match length 


76 


% identity 


76 


NCBI Description 


(Z72488) CP12 [Nicotiana 


Seq. No. 


400900 


Seq. ID 


LIB3431-038-P1-K1-E6 


Method 


BLASTX 


NCBI GI 


g4544399 


BLAST score 


597 


E value 


5.0e-62 


Match length 


128 


% identity 


84 


NCBI Description 


(AC007047) putative beta- 




thaliana] 


Seq. No. 


400901 


Seq. ID 


LIB3431-038-P1-K1-E7 


Method 


BLASTX 


NCBI GI 


gl777312 


BLAST score 


196 


E value 


5.0e-15 


Match length 


122 



[Oryza sativa] 



% identity 

NCBI Description 



37 

{D30622) novel serine/threonine protein kinase [Arabidopsis 



51376 



thaliana] 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400902 

LIB3431-038-P1-K1-E9 

BLASTX 

g542200 

431 

l.Oe-42 

138 

55 

hypothetical protein - garden asparagus 
>gi_452714_einb_CAA54526_ {X77320) unknown 
officinalis] 



[Asparagus 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400903 

LIB3431-038-P1-K1-F1 

BLASTX 

gl32105 

591 

3.0e-61 

127 

87 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
{D00643) small subunit of ribulose-1^ 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 



Seq. No, 


400904 


Seq. ID 


LIB3431-038-P1-K1-F10 


Method 


BLASTX 


NCBI GI 


g224293 


BLAST score 


409 


E value 


6.0e-40 


Match length 


82 


% identity 


100 


NCBI Description 


histone H4 [Triticum aestivum] 


Seq. No. 


400905 


Seq. ID 


LIB3431-038-P1-K1-F11 


Method 


BLASTX 


NCBI GI 


gl32105 


BLAST score 


322 


E value 


4.0e-46 


Match length 


110 


% identity 


87 


NCBI Description 


RIBULOSE BISPHOSPHATE CARBOXYLASE 



ALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj__BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 



51377 



o 



sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 



Seq. No* 


400906 


Seq. ID 


LIB3431-038-P1-K1-F2 




OJ-LTiO J. IN 






"RT cir>r>Tc^ 












•5 iu.eiit.H-y 


1 nn 






Seq. No, 


400907 


Seq. ID 


LIB3431-038-P1-K1-F3 


Method 


BLASTX 


NCBI GI 


g2497903 


BLAST score 


220 


E value 


8.0e-18 


Match length 


59 


% identity 


68 


NCBI Description 


METALLOTHIONEIN-LIKE PROTEIN TYPE 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No* 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



>gi_1752831__dbj_BAA14038*l_ {D89931) metallothionein-like 
protein [Oryza sativa] >gi_1815628 (U43530) 
metallothionein-lilce type 2 [Oryza sativa] 

400908 

LIB3431-038-P1-K1-F4 

BLASTX 

g3928097 

213 

6.0e-17 

94 

47 

{AC005770) unknown protein, 5' partial [Arabidopsis 
thaliana] 

400909 

LIB3431-038-P1-K1-F5 

BLASTX 

g2407281 

653 

l.Oe-68 

127 

94 

(AF017363) ribulose 1, 5-bisphosphate carboxylase small 
subunit [Oryza sativa] 

400910 

LIB3431-038-P1-K1-F6 

BLASTX 

g548603 

407 

l.Oe-39 

118 
71 

PHOTOS YSTEM I REACTION CENTRE SUBUNIT II PRECURSOR 



51378 



o 



(PHOTOSYSTEM I 20 KD SUBUNIT) (PSI-D) 

>gi_478404_pir JQ2247 photosystein I chain D precursor - 

barley >gi_167085 (M98254) PSI-D subunit [Hordeum vulgare] 



Seq. No. 


400911 


Ccirr in 

OCL[ . J-Lf 


T — (T^P-PI —TCI — TTQ 
ijxooftoi— Uoo rl rVl — r y 




JjJ-LfiO i A 


i\ v_, O J. ± 


y DU ^OO 


BLAST '^rnrfi 




JCj VaXLiS 


/ * ue-oo 




XO / 


0 -L Lie; i i L, _L c ^ 


7Q 


NCBI Descrint" ion 


\r\\J zf } V i-i±ircio« b LliJU.il J. L 


Seq. No. 


400912 


Seq* ID 


LIB3431-038-P1-K1-G1 


Method 


BLASTX 


NCBI GI 


gl362150 


BLAST score 


546 


E value 


5.0e-56 


Match length 


112 


% identity 


89 


NCBI Description 


hypothetical protein (clone 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No,^. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



N3) - wild oat (fragment) 
>gi_726478 (U20000) putative ORFl [Avena fatua] 

400913 

LIB3431-038-P1-K1-G11 

BLASTX 

g5734640 

550 

2.0e-56 

145 

81 

(AP000391) Similar to Arabidopsis thaliana chromosome II 
BAG F17K2 genomic sequence; hypothetical protein (AC003680) 
[Oryza sativa] 

400914 

LIB3431-038-P1-K1-G12 

BLASTX 

gl32105 

595 

9.0e-62 

128 

88 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094__pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4,1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj__BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 

400915 

LIB3431-038-P1-K1-G2 
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Method 


BLASTN 


NCBI GI 


g6015437 


BLAST score 


38 


J— I V CLJ. LXC 


ft np-i 9 




JO 


$; 1 HpttI" i '\~\7 


1 on 


NCBI Description 


HoTTin <=5 ;^ n "i p n CI PPVI mRMA nonrnl o-h rr^ts 


Spa Nn 


ri VJ U _? X O 


Sea ID 


±i±no*±ox uoo irx Jax oO 


Method 


BLASTX 


NCBI GI 


g3345477 


BLAST score 


476 


TP, Tj-pi "1 ii/a 




lid U^lJl J-dl^ L>Il 


X o / 






NCBI Descrintion 


^ ■tiJ-' v -L vj o sj y iwCiXJUtjiiXO dllliy vJ.X clo c [^WxyZa. lba.l_ 


Sea No 


*± U U ^ X / 


Seq. ID 


jjXU-*J*±JJ. \JJ(J t X 1\X VjO 


Method 


BLASTX 


NCBI GI 


g733454 


BLAST score 


604 


E value 


8.0e-63 


liCtL.^li Xoll^ Cll 


J-OO 




0 o 




{uzoioo ) cnioropnyll a/D-iDina.ing apoprot< 






Con" 


% U U^xo 


Spa in 


XiX13O*±OX Uv50 ]rx i!\.x n,X 


Method 


BLASTX 


NCBI GI 


g3024440 


BLAST score 


368 


E value 


3.0e-35 


Match length 


77 


% identity 


88 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



PROTEASOME DELTA CHAIN PRECURSOR (MULT I CATALYTIC 
ENDOPEPTIDASE COMPLEX DELTA CHAIN) 

>gi_1743356_emb__CAA70699_ {Y09505) proteasome delta subunit 
[Nicotiana tabac;:im] 

400919 

LIB3431-038-P1-K1-H11 

BLASTX 

gll70937 

760 

4.0e-81 

144 

100 

S-ADENOSYLMETHIONINE SYNTHETASE 1 (METHIONINE 
ADENOSYLTRANSFERASE 1) (ADOMET SYNTHETASE 1) 
>gi_45054 9_emb_CAA81481_ {Z26867) S-adenosyl methionine 
synthetase [Oryza sativa] 

400920 

LIB3431-038-P1-K1-H12 



51380 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No, 

Seq- ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g2245109 

361 

2.0e-34 

117 

60 

(Z97343) 



carboxyl-terminal proteinase like protein 



[Arabidopsis thaliana] 
400921 

LIB3431-038-P1-K1-H2 

BLASTN 

g2062705 

36 

l.Oe-10 

36 

100 

Human butyrophilin (BTF5) mRNA, complete cds 
400922 

LIB3431-038-P1-K1-H3 

BLASTX 

g3834310 

530 

4.0e-54 

103 

98 

{AC005679) Similar to Ubiquitin-conjugating enzyme E2-17 KD 
gb_D83004 from Homo sapiens. ESTs gb_T88233, gb_Z24464, 
gb_N37265, gb_H36151, gb_Z34711, gb_AA040983, and gb_T22122 
come from this gene, [Arabidopsis thaliana] 

400923 

LIB3431-038-P1-K1-H4 

BLASTX 

gll5787 

745 

2.0e-79 

145 

99 

CHLOROPHYLL A-B BINDING PROTEIN 2 PRECURSOR (LHCII TYPE I 

CAB-2) (LHCP) >gi_82461_pir S03706 chlorophyll a/b-binding 

protein 2R precursor - rice >gi_20182_emb_CAA32109_ 
(X13909) chlorophyll a/b-binding preprotein (AA -28 to 235) 
[Oryza sativa] 

400924 

LIB3431-038-P1-K1-H5 

BLASTX 

g4335761 

238 

7.0e-20 

142 

38 

(AC006284) unknown protein [Arabidopsis thaliana] 



Seq. No, 



400925 



51381 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3431-038-P1-K1-H6 

BLASTX 

gl32105 

591 

3.0e-61 

127 

87 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1,39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA0053B_ 
(D00643) small subunit of ribulose-1^ 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1^ 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 

400926 

LIB3431-038-P1-K1-H7 

BLASTN 

gl245938 

36 

l,0e-10 

36 

100 

rabClC-2 beta=chloride channel C1C-2G isoform [rabbits, 
heart atrium, mRNA, 2998 nt] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400927 

LIB3431-038-P1-K1-H8 

BLASTX 

g5007084 

729 

2.0e-77 

137 

100 

{AF155333) NADP-specif ic isocitrate dehydrogenase [Oryza 
satival 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 



400928 

LIB3431-038-P1-K1-H9 

BLASTX 

g6006363 

267 

3.0e-23 

50 

100 

{AP000559) ESTs AU078183 {C62904 ) , C73912 (E21020 ) correspond 
to a region of the predicted gene.; Similar to water stress 
inducible protein (U74296) [Oryza sativa] 

400929 

LIB3431-038-P1-N1-A10 

BLASTX 

g3153151 

162 

5.0e-ll 
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Match length 

% identity 

NCBI Description 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



O 

30 
100 

(AJ006296) chlorophyll a/b-binding protein [Hordeum 
vulgare] 

400930 

LIB3431-038-P1-N1-A12 

BLASTX 

g729535 

416 

9.0e-41 

80 
91 

FERREDOXIN-THIOREDOXIN REDUCTASE, CATALYTIC CHAIN PRECURSOR 
(FTR-C) (FERREDOXIN-THIOREDOXIN REDUCTASE SUBUNIT B) 
(FTR-B) 



Seq. No. 


400931 


Seq. ID 


LIB3431-038-P1-N1-A2 


Method 


BLASTX 


NCBI GI 


g6103011 


BLAST score 


394 


E value 


3.0e-38 


Match length 


84 


% identity 


48 


NCBI Description 


(X84225) precursor of photosystem II subunit (221 




[Nicotiana tabacum] 


Seq. No. 


400932 


Seq. ID 


LIB3431-038-P1-N1-A3 


Method 


BLASTX 


NCBI GI 


g3548808 


BLAST score 


244 


E value 


l.Oe-20 


Match length 


69 


% identity 


64 


NCBI Description 


(AC005313) unknown protein [Arabidopsis thaliana; 


Seq. No. 


400933 


Seq. ID 


LIB3431-038-P1-N1-A4 


Method 


BLASTX 


NCBI GI 


g5031281 


BLAST score 


181 


E value 


3.0e-13 


Match length 


41 


% identity 


76 


NCBI Description 


(AF1394 99) unknown [Prunus armeniaca] 


Seq. No. 


400934 


Seq. ID 


LIB3431-038-P1-N1-A5 


Method 


BLASTN 


NCBI GI 


g2331130 


BLAST score 


129 


E value 


3.0e-66 


Match length 


181 


% identity 


93 


NCBI Description 


Oryza sativa glycine-rich protein (OSGRPl) mRNA, 



51383 



o 



cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400935 

LIB3431-038-P1-N1-A8 

BLASTX 

g3822223 

323 

6.0e-30 

96 

56 

(AF077955) branched-chain alpha keto-acid dehydrogenase El 
alpha subunit [Arabidopsis thaliana] 

400936 

LIB3431-038-P1-N1-B1 

BLASTN 

g2331130 

187 

l.Oe-101 

235 

95 

Oryza sativa glycine-rich protein (OSGRPl) itiRNA^ complete 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400937 

LIB3431-038-P1-N1-B10 

BLASTX 

g4689384 

231 

4.0e-19 

43 

100 

{AF139467) LHCII type 
[Vigna radiata] 



I chlorophyll a/b binding protein 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400938 

LIB3431-038-P1-N1-B3 

BLASTX 

g3192019 

146 

4.0e-09 

50 
52 

(AL023797) uridylate kinase [Streptomyces coelicolor] 
400939 

LIB3431-038-P1-N1-B4 

BLASTX 

g2501190 

155 

4.0e-10 

51 

69 

THIAMINE BIOSYNTHETIC ENZYME 1-2 PRECURSOR 

>gi_2130147_pir S61420 thiamine biosynthetic enzyme thil-2 

- maize >gi_596080 (017351) thiamine biosynthetic enzyme 
[Zea mays] 



51384 



o c ^ • v-* • 


*± V U -7*± U 


Sea ID 


LIB3431-038-P1-N1-BS 

U^LJ'J ^ %J A, \J -J^J XX J.^X 


i its LIUJU. 


OXu-iO 1 A. 




y T± \j J. u ^ u 




X o o 


E value 


5.0e-14 


Match length 


98 




A A 




ATP C; VKFTTTAQT 15' PUATM PPFPriT^QnT? /QTTPnMTT' TT^ 
riilr o I In 1 nilo ill o k^niixLN Jrr\JLV^Ur\oUr\. ^oUDUlNXi xlj 




^gi -^/yooo pir ni — cranspormng Air synunase v- 




j*b.i,o4j cnam y — spmacn >gi oy4/oo eniD uaaouozu 




^A/ioy/; to;ii syncnase suDunic y [•^piriacia oie. 


O c * IN U • 


ft U (J X 




^1 -0*^8 -PI -Ml -"Rf^ 

XjXIj.Jr±OX VJJO ITX InX JDD 


Method 


BLASTX 


NCBI GI 


g710308 






xj VclxUc 


± • uc o X 






O XVJ.CiA L. X 




inudi uescnpnon 


(U11693) victorin binding protein [Avena sativa] 




41 u u y 4 z 




T T'D'^/'^T — fT^Q—DI _M 1 _ "D Q 

Jj1oo4i Jl — U Jo — r 1— Nl — Jdo 






NCBI GI 


gl658271 


BLAST score 


147 


Xi vaxue 


^ • ue u y 


ixia Lcn xengi,n 


4 u 


% identity 


/ o 


iNUDi uescxipcion 


(U74 622) nascent polypeptide associated complex alpha 




[Nicotiana tabacum] 


O^tj • ISO • 


4 U U y 4 J 


C • X LJ 


XiXD^riOX VJJO XX LNX I^J 


Method 


BLASTX 


NCBI GI 


gl32105 


BLAST score 


354 


E value 


2.0e-33 


Match length 


65 


% identity 


100 



NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKR2S9 

ribulose-bisphosphate carboxylase (EC 4.1.1,39) small chain 
precursor {clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
{D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 

400944 

LIB3431-038-P1-N1-C1 

BLASTN 

gll957 



51385 



o 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



319 

l.Oe-179 

391 

98 

Rice complete chloroplast genome 
400945 

LIB3431-038-P1-N1-C10 

BLASTX 

gl67097 

151 

l.Oe-21 

63 

86 

(M5544 9) ribulose 1, 5-bisphosphate carboxylase activase 
[Hordeum vulgare] 

400946 

LIB3431-038-P1-N1-C12 

BLASTN 

g2072554 

393 

O.Oe+00 

393 

100 

Oryza sativa metallothionein-like protein mRNA, complete 
cds 



Seq. No, 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 
Seq. ID 
Method 
NCBI GI 



400947 

LIB3431-038-P1-N1-C2 

BLASTX 

gll5787 

409 

6.0e-40 

77 

100 

CHLOROPHYLL A-B BINDING PROTEIN 2 PRECURSOR {LHCII TYPE I 

CAB-2) (LHCP) >gi_824 61_pir S03706 chlorophyll a/b-binding 

protein 2R precursor - rice >gi_20182_emb_CAA32109_ 
(X13909) chlorophyll a/b-binding preprotein (AA -28 to 235) 
[Oryza sativa] 

400948 

LIB3431-038-P1-N1-C3 

BLASTX 

g733454 

191 

2,0e-14 

38 

97 

(U23188) chlorophyll a/b-binding apoprotein CP26 precursor 
[Zea mays] 

400949 

LIB3431-038-P1-N1-C4 

BLASTX 

g417260 



51386 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



176 

7.0e-13 

38 

84 

LIGHT REGULATED PROTEIN PRECURSOR >gi_422003_pir S33632 

lirl protein - rice >gi_20263_emb_CAA48706__ {X68807) 
light-regulated gene [Oryza sativa] 





U U -/ J w 




ijlD^y ox Uoo Jrl LNl V^O 


TV/To Vi ^ 


DJ-iH-b i A 


IN O X O i. 


R477 


BLAST SGorp 


188 


E value 


4.0e-14 


Match length 


34 


^ laenLity 


lUU 


iNUisi uescnpnon 


{AB016283) carbonic anhydrase [Oryza sativa] 


o • LN U • 


Ann QR1 

f± U U -? J X 


beg. lu 


LlBo4ol-Uoo-ri-Ni-Co 


Me L no a 


BLASTX 


JNUrSl \jL 


g4 D / cSoD4 


jDjUfio i score 


991 


E value 


7.0e-18 


Match length 


91 


% Identity 


bo 


NCBI Description 


(AL049659) putative protein [Arabidopsis thai 


beg. NO. 


A n n fi c o 


Seq. ID 


LIB3431-038-P1-N1-C9 


Method 


BLASTX 




gioUz / 4 


ojjiibi score 


yi Q9 

4 




1 no — ill Q 

X • ue^ y 


Match length 


96 


% identity 


98 


Mutsi uescripcion 


PLASTOCYANIN >gi 82500 pir S06105 plastocyan, 


Seq. No. 


A A A A FT O 

400953 


Qorr TV\ 
Ocq. IJJ 


iiXB^4 Jl — U JO — rx — iNX — DID 


Metnoa 


BLASTX 


NCBI GI 


g671740 


oijAbi score 


loo 


E value 


9 n£s._i 1 
z . ue— X 1 


Match length 


65 


% identity 


54 


NCBI Description 


(X84730) ribulose-bisphosphate carboxylase [s; 




construct] 


Seq. No. 


400954 


Seq. ID 


LIB3431-038-P1-N1-D11 


Method 


BLASTX 


NCBI GI 


g3075488 


BLAST score 


198 


E value 


3.0e-15 


Match length 


44 


% identity 


86 
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NCBI Description (AF058796) chlorophyll a/b-binding protein [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400955 

LIB3431-038-P1-N1-D12 

BLASTX 

g347451 

197 

4.0e-15 

62 

63 

{L22155) ribulose 1, 5-bisphosphate carboxylase [Oryza 
sativa] 



Seq. No. 400956 

Seq. ID LIB3431- 

Method BLASTX 

NCBI GI g347451 

BLAST score 208 

E value 2.0e-16 

Match length 48 

% identity 85 

NCBI Description {L22155) 
sativa] 



■038-P1-N1-D2 



ribulose 1, 5-bisphosphate carboxylase [Oryza 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400957 

LIB3431-038-P1-N1-D5 

BLASTX 

gl31225 

311 

2.0e-28 

81 

75 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT XI PRECURSOR (SUBUNIT 

V) (PSI-L) >gi_100605_pir ^A39759 photosystem I 18K protein 

precursor - barley >gi_167087 (M6114 6) photosystem I 
hydrophobic protein [Hordeum vulgare] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400958 

LIB3431-038-P1-N1-D7 

BLASTX 

g4582445 

269 

l.Oe-23 

64 

70 

(AC007071) unknown protein [Arabidopsis thaliana] 
>gi_4589952_gb_AAD26470.1_AC007169_2 (AC007169) unknown 
protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



400959 

LIB3431-038-P1-N1-E10 

BLASTX 

gll5813 

248 

4.0e-21 

56 

86 
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NCBI Description 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



CHLOROPHYLL A-B BINDING PROTEIN 8 PRECURSOR (LHCI TYPE III 
CAB-8) >gi_19182_emb_CAA33330_ (X15258) Type III 
chlorophyll a/b-binding protein [Lycopersicon esculentum] 

400960 

LIB3431-038-P1-N1-E11 

BLASTX 

g3036946 

287 

l.Oe-25 

54 
100 

(AB012637) light harvesting chlorophyll a/b-binding protein 
[Nicotiana sylvestris] 



Seq. No. 


400961 


Seq, ID 


LIB3431-03o-Pl-Nl-E4 


Method 


BLASTX 


NCBI GI 


^OATir A AA 

g3075488 


BLAST score 


326 


E value 


3 . Oe-30 


Matcn length 


63 


% laentity 


1 A A 

100 


NCBI Description 


{AF0587 96) chlorophyll a, 


Seq. No. 


400962 


Seq. ID 


LIB3431-038-P1-N1-E5 


Method 


BLASTX 


NCBI GI 


gl617197 


BLAST score 


244 


E value 


l,0e-20 


Match length 


50 


% identity 


90 


NCBI Description 


{Z72488) CP12 [Nicotiana 


Seq. No, 


400963 


Seq. ID 


LIB3431-038-P1-N1-E7 


Method 


BLASTX 


NCBI GI 


g3256035 


BLAST score 


195 


E value 


7.0e-15 


Match length 


67 


% identity 


55 


NCBI Description 


(Y14274) putative serine. 




bicolor] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400964 

LIB343I-038-P1-N1-E9 

BLASTX 

g2586153 

179 

5.0e-13 

48 

65 

(AF001530) 



ripening-associated protein [Musa acuminata] 



Seq. No. 



400965 



51389 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3431-038-P1-N1-F1 

BLASTN 

g3063523 

192 

l.Oe-103 

271 
93 

Oryza sativa ribulose 1, 5-bisphosphate carboxylase small 
subunit mRNA, complete cds 



Seq* No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400966 

LIB3431-038-P1-N1-F10 

BLASTX 

g70772 

236 

9.0e-20 

60 

82 

histone H4 - wheat >gi__70773_pir_ 
pea 



_HSPM4 histone H4 - garden 



400967 

LIB3431-038-P1-N1-F11 

BLASTX 

gl32105 

331 

8.0e-31 

62 

100 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1^ 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 

400968 

LIB3431-038-P1-N1-F4 

BLASTX 

g3928097 

207 

3.0e-16 

66 

62 

(AC005770) unlcnown protein, 5' partial [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



400969 

LIB3431-038-P1-N1-F5 

BLASTX 

g347451 

197 

4.0e-15 
37 



51390 



€1 



% identity 

NCBI Description 



100 

(L22155) ribulose 1, 5-bisphosphate carboxylase [Oryza 
sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400970 

LIB3431-038-P1-N1-F6 

BLASTX 

g548603 

535 

l.Oe-54 

109 
94 

PHOTOS YSTEM I REACTION CENTRE SUBUNIT II PRECURSOR 
{PHOTOSYSTEM I 20 KD SUBUNIT) (PSI-D) 

>gi_478404_pir JQ2247 photosystem I chain D precursor - 

barley >gi__167085 {M98254) PSI-D subunit [Hordeum vulgare] 



beq. NO. 


400971 




beq. lu 


LIB3431-038-P1-N1-G1 




LXiC uliOO. 


BLASTX 






gl362150 




DiiAoi score 


388 




E value 


2.0e-37 




LYiaucn xengi_n 


81 






89 




NCBI Description 


hypothetical protein (clone AFN3) 


- wild 




>gi_726478 (U20000) putative ORFl 


[Avena 


Seq. No. 


400972 




Seq. ID 


LIB3431-038-P1-N1-G11 




Method 


BLASTN 




NCBI GI 


g5734616 




BLAST score 


397 




E value 


O.Oe+00 




Match length 


409 




% identity 


99 




NCBI Description 


Oryza sativa genomic DNA, chromosome 6, ^ 


Seq. No. 


400973 




Seq. ID 


LIB3431-038-P1-N1-G12 




Method 


BLASTX 




NCBI GI 


gl32105 




BLAST score 


315 




E value 


6.0e-29 




Match length 


60 




% identity 


98 




NCBI Description 


RIBULOSE BISPHOSPHATE CARBOXYLASE 


SMALL 1 



[fragment) 



PRECURSOR 



small chain 



IN C 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 



Seq* No. 



400974 



51391 



Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3431-038-P1-N1-G3 

BLASTN 

g3789951 

174 

6.0e-93 

407 

95 

Oryza sativa chlorophyll a/b-binding protein presursor 
(Cab27) mRNA, nuclear gene encoding chloroplast protein, 
complete cds 



^p^n Kin 




O • XL/ 




Method 


BLASTX 


NCBI GI 


g3345477 


BLAST score 


249 


E value 


o Ho— 91 

o . ue z ± 


Match length 


4 / 


% identity 


lUU 






Seq* No. 


4 uuy / D 


oeq. ID 








NCBI GI 


g733456 


BLAST score 


352 


E value 


3.0e-33 


Match length 


73 


% identity 


95 


NCBI Description 


{U23189) Chlorophyll 




[Zea mays] 


Seq. No. 


400977 


Seq. ID 


LIB3431-038-P1-N1-H1 


Method 


BLASTX 


NCBI GI 


g2511594 


BLAST score 


337 


E value 


2.0e-31 


Match length 


84 


% identity 


75 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(Y13694) multicatalytic endopeptidase complex, proteasome 
precursor, beta subunit [Arabidopsis thaliana] 
>gi_2827525_emb_CAA16533.1_ (AL021633) multicatalytic 
endopeptidase complex, proteasome precursor, beta subunit 

[Arabidopsis thaliana] >gi_3421099 (AFQ43529) 20S 
proteasome subunit PBAl [Arabidopsis thaliana] 

400978 

LIB3431-038-P1-N1-H11 

BLASTX 

gll70937 

290 

5.0e-26 

52 

100 

S-ADENOSYLMETHIONINE SYNTHETASE 1 (METHIONINE 
ADENOSYLTRANSFERASE 1) (ADOMET SYNTHETASE 1) 



51392 



CP 



>gi_45054 9_einb_CAA81481_ {Z26867) 
synthetase [Oryza sativa] 



S-adenosyl methionine 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq, ID 
Method 
NCBI GI 



400979 

LIB3431-038-P1-N1-H12 

BLASTX 

g5174741 

165 

2.0e-ll 

64 

52 

ubiquitin carboxyl -terminal esterase L3 (ubiquitin 
thiolesterase) >gi_136682__sp_P15374_UBL3_HUMAN UBIQUITIN 
CARBOXYL-TERMINAL HYDROLASE ISOZYME L3 (UCH-L3) {UBIQUITIN 

THIOLESTERASE L3) >gi_108014_pir ^A40085 ubiquitin 

carboxyl-terminal proteinase (EC 3.4,-.-) L3 - human 
>gi_2914274_pdb_lUCH_ Deubiquitinating Enzyme Uch-L3 
(Human) At 1.8 Angstrom Resolution >gi_340074 (M30496) 
ubiquitin carboxyl-terminal hydrolase [Homo sapiens] 

400980 

LIB3431-038-P1-N1-H3 

BLASTX 

g5381319 

271 

9.0e-24 

55 

95 

(AF091621) ubiquitin-conjugating enzyme E2 [Catharanthus 
roseus] 

400981 

LIB3431-038-P1-N1-H4 

BLASTX 

g289920 

291 

4,0e-26 

55 

100 

(L07119) chlorophyll A/B binding protein [Gossypiiom 
hirsutum] 

400982 

LIB3431-038-P1-N1-H6 

BLASTN 

g3063523 

58 

9.0e-24 

146 

85 

Oryza sativa ribulose 1, 5-bisphosphate carboxylase small 
subunit mRNA, complete cds 

400983 

LIB3431-038-P1-N1-H8 

BLASTX 

g5007084 



51393 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



190 

3.0e-14 

39 

100 

(AF155333) 
sativa] 



NADP-specif ic isocitrate dehydrogenase [Oryza 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400984 

LIB3431-038-P1-N1-H9 

BLASTN 

g6006355 

198 

l.Oe-107 

391 

99 

Oryza sativa genomic DNA, chromosome 6, clone : P0493C11 
400985 

LIB3431-039-P1-K2-A10 

BLASTX 

g3885894 

177 

3.0e-24 

69 

90 

{AF093635) photosystem-1 H subunit G0S5 [Oryza sativa] 
400986 

LIB3431-039-P1-K2-A6 

BLASTN 

gl835730 

75 

2.0e-34 

93 

97 

Oryza sativa photosystem II 10 kDa polypeptide mRNA, 
complete cds 



Seq. No. 


400987 


Seq. ID 


LIB3431-039-P1-K2-A7 


Method 


BLASTX 


NCBI GI 


g3808101 


BLAST score 


532 


E value 


2.0e-54 


Match length 


125 


% identity 


82 


NCBI Description 


(AJ012165) chloroplast protease 


Seq. No. 


400988 


Seq, ID 


LIB3431-039-P1-K2-B1 


Method 


BLASTN 


NCBI GI 


g606816 


BLAST score 


53 


E value 


3.0e-21 


Match length 


57 


% identity 


98 


NCBI Description 


Oryza sativa chloroplast carbonii 



51394 



cds 



Sea No 


400989 


Seq. ID 


LIB3431-039-P1-K2-B10 


Method 


BLASTN 




y X X J? ^ / 




o / o 






Match Ipncrth 


411 








r\ice coiupxeuc cnxoropxas l. yenoiuc 


Sea No 


400990 


Seq. ID 


LIB3431-039-P1-K2-B11 


Method 


BLASTN 


NPRT C^T 


y X X _/ J / 


xi>i_irtLO J. oL'LJxc: 


1 97 
xz. / 


Xj vaxLlts 


^ • ue oo 


Mstph 1 f^nrfhh 

LlCLl-k^Xl X^ii^L-ll 


251 




O 0 


iMVw^Dx jjeoCx xpuion 


Rice complete chloroplast qenoiue 




r± U VJ _/ _7X 




-D^Q-PI -K^-Pi^ 

XjXIjJ*±*^X VJO^ It X IVi. Di. 


Method 


BLASTX 


NCBI GI 


gll5772 


BLAST score 


189 


E value 


l.Oe-25 


Match length 


62 


% identity 


94 


NCBI Description 


CHLOROPHYLL A-B BINDING PROTEIN 1 



Seq* No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



CAB-1) (LHCP) >gi_82460_pir S03705 chlorophyll a/b-binding 

protein IR precursor - rice >gi_20178_emb_CAA32108_ 
(X13908) chlorophyll a/b-binding preprotein (AA -31 to 235) 
[Oryza sativa] 

400992 

LIB3431-039-P1-K2-B3 

BLASTX 

g733454 

483 

9.0e-49 

111 

82 

(U23188) chlorophyll a/b-binding apoprotein CP26 precursor 
[Zea mays] 

400993 

LIB3431-039-P1-K2-B6 

BLASTX 

g3126854 

149 

7.0e-10 

30 

100 

(AF061577) chlorophyll a/b binding protein [Oryza sativa] 



51395 



€1 



osq* JNO . 




Ciarr TD 


T -fl^Q-Pl -K7-'R1 


Mo*}" Vi /^H 


RT.A^TY 
OioriO J. A. 


NCBI GI 


g3345477 


BLAST score 


626 


E vslue 


^1 > ue DO 






% idsntity 


Q Q 


INC'IjX uebuxipuioii 


Ca.J-JOOnXC a.nnya.xa.5© 


beq, NO. 


A n n Q Q c; 


Qorf T n 


XtXJD j41 J X y r X rvZ DO 




RT ZiQTV 


W O JL v3 X 


y J. J J. X V V 


BLAST score 


503 


E value 


3.0e-51 


Match length 


97 


% identity 


96 


NCBI Description 


PHOTOSYSTEM I REACTION CENTRE 



(PHOTOSYSTEM I 20 KD SUBUNIT) (PSI-D) >gi_82100_pir S00449 

photosystem I chain II precursor - tomato >gi_170492 
(M21344) photosystem I subunit II protein precursor 

[Lycopersicon esculentiam] >gi_226544_prf 1601516A 

photosystem I reaction center II [Lycopersicon esculentum] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400996 

LIB3431-039-P1-K2-C1 

BLASTX 

g541950 

237 

8.0e-20 

69 

67 

SPCPl protein - soybean >gi_31057 6 
[Glycine max] 



{L12257) nodulin-26 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400997 

LIB3431-039-P1-K2-C10 

BLASTX 

g289920 

238 

5.0e-20 

44 

100 

(L07119) chlorophyll A/B binding protein [Gossypiuin 
hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400998 

LIB3431-039-P1-K2-C3 

BLASTX 

g3868758 

612 

8.0e-64 

114 

96 

(D89802) elongation factor IB 



gamma [Oryza sativa] 



51396 



Seq* No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400999 

LIB3431-039-P1-K2-C4 

BLASTX 

gl706260 

363 

6.0e-35 

81 

85 

CYSTEINE PROTEINASE 1 PRECURSOR >gi_2118131_pir S59597 

cysteine proteinase 1 precursor - maize 

>gi_643597__dbj__BAA08244_ (D45402) cysteine proteinase [Zea 
mays] 



Spa No 


401000 


Seq. ID 


LIB3431-039-P1-K2-C5 


Method 


BLASTX 


NCBI GI 


g3126854 


BLAST score 


772 


E value 


2.0e-82 


Match length 


144 


% identity 


99 


NCBI Description 


(AF061577) chlorophyll a/b binding protein [Oryza sativa] 


Seq. No. 


401001 


Seq. ID 


LIB3431-039-P1-K2-C6 


Method 


BLASTX 


NCBI GI 


g320618 


BLAST score 


464 


E value 


2.0e-46 


Match length 


107 


% identity 


82 


NCBI Description 


chlorophyll a/b-binding protein I precursor - rice 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



>gi_218172_dbj_BAA00536_ (D00641) type I light-harvesting 
chlorophyll a/b-binding protein [Oryza sativa] 

>gi_227611_prf 1707316A chlorophyll a/b binding protein 1 

[Oryza sativa] 

401002 

LIB3431-039-P1-K2-C7 

BLASTN 

g6015437 

37 

2.0e-ll 

48 

66 

Homo sapiens PEXl mRNA, complete cds 



401003 

LIB3431 

BLASTX 

g733454 

369 

2.0e-35 

100 

71 

{U23188 
[Zea ma 



■039-P1-K2-C8 



chlorophyll a/b-binding apoprotein CP26 precursor 



ys] 



51397 



o 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401004 

LIB3431-039-P1-K2-C9 

BLASTX 

g2072555 

237 

7.0e-20 

44 

100 

(AF001396) metallothionein-like protein [Oryza sativa] 
>gi_6103441_gb_AAF03603.1_ (AF147786) metallothionein-like 
protein [Oryza sativa] 

401005 

LIB3431-039-P1-K2-D10 

BLASTX 

gl31225 

386 

l.Oe-37 

83 

90 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT XI PRECURSOR (SUBUNIT 

V) (PSI-L) >gi_100605_pir ^A39759 photosystem I 18K protein 

precursor - barley >gi_167087 (M61146) photosystem I 
hydrophobic protein [Hordeum vulgare] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401006 

LIB3431-039-P1-K2-D3 

BLASTX 

g347451 

225 

2.0e-18 

43 

100 

{L22155) 
sativa] 



ribulose 1, 5-bisphosphate carboxylase [Oryza 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401007 

LIB3431-039-P1-K2-D4 

BLASTX 

g4680193 

226 

4.0e-19 

60 

63 

{AF111710) putative farnesyl pyrophosphate synthase [Oryza 
sativa subsp. indica] 

401008 

LIB3431-039-P1-K2-D6 

BLASTX 

g2072555 

237 

5.0e-20 

44 

100 

(AF001396) metallothionein-like protein [Oryza sativa] 



51398 



>gi_6103441_gb_AAF03603.1_ 
protein [Oryza sativa] 



{AF147786) metallothionein-like 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



precursor - rrce 

type I light-harvesting 



401009 

LIB3431-039-P1-K2-D7 
BLASTX 
g320618 
254 

8.0e-22 
72 
68 

chlorophyll a/b-binding protein I 
>gi__218172_dbj_BAA00536_ {D00641) 
chlorophyll a/b-binding protein [Oryza sativa] 

>gi_227611_prf 1707316A chlorophyll a/b binding protein 1 

[Oryza sativa] 

401010 

LIB3431-039-P1-K2-E2 

BLASTX 

gl235664 

549 

9.0e-57 

121 

56 

{U37936) novel calmodulin- like protein [Oryza sativa] 
>gi_3171148 (AF064456) calmodulin- like protein [Oryza 
sativa subsp. indica] 

401011 

LIB3431-039-P1-K2-E6 

BLASTN 

g2570510 

137 

3.0e-71 

148 

98 

Oryza sativa chlorophyll a-b binding protein mRNA, complete 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401012 

LIB3431-039-P1-K2-E7 

BLASTX 

gl32105 

600 

2.0e-62 

129 

88 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribuiose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 



51399 



O l.^ • Vi\J t 


1 VJ X U -L J 


Spa TD 


LIB3431-039-P1-K2-E9 


Method 


BLASTX 


NCBI GI 


gl332579 




O -7 




o • u 




ft / 




1 n 




VAjJOUDO^ pu j_y uij-Ltjux u 


O • • 


*± U X VJ X *i 


OCv^ * J.LJ 


T.TR3431 -OlQ-Pl-KP-Fl 

X]XXJ>Jr±JX \J £^X X/Vi^ 1.x 


MptHofi 


BLASTX 


NCBI GI 


gl729971 


BLAST score 


233 


E value 


9,0e-20 


Match length 


59 


% identity 


80 


NCBI Description 


TONOPLAST INTRINSIC 



(AQUAPORIN-TIP) >gi_lG7 6745_pir S52004 gamma-Tip protein 

rice >gi_473997_dbj_BAA05017__ (D25534) gamma-Tip [Oryza 
sativa] 



Seq. No. 


401015 


Seq. ID 


LIB3431-039-P1-K2-F2 


Method 


BLASTX 


NCBI GI 


g3885886 


BLAST score 


665 


E value 


4.0e-70 


Match length 


123 


% identity 


99 


NCBI Description 


(AF093631) Rieske Fe-S precursor 


Seq. No. 


401016 


Seq. ID 


LIB3431-039-P1-K2-F4 


Method 


BLASTN 


NCBI GI 


g4519191 


BLAST score 


35 


E value 


3.0e-10 


Match length 


71 


% identity 


87 


NCBI Description 


Arabidopsis thaliana genomic DNA, 




K9P8^ complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401017 

LIB3431-039-P1-K2-F6 

BLASTX 

g2598589 

227 

3.0e-21 

82 
65 

(Y15367) MtN19 [Medicago truncatula] 



Seq. No. 
Seq. ID 



401018 

LIB3431-039-P1-K2-F7 



51400 



II 





BLASTX 






BLAST score 


249 


E value 


3.0e-21 


rio. ucn ±eriy Lii 


1 09 

XU^l 


^ iaenLiL.y 


A R 




^riouu / / / u.ii JS.iiU'Wii ^xvjuexii/ sj j^dx i^xcix [i 




UiXClXXCtlXCL J 


oecj. JNO . 


4UxUXy 




T -D'^Q — Pi — ■pf9 — Fft 
JjXJjOtOX UO-/ ir± rv^ rO 


Lie UiivJU. 


ljXltiO X /\ 


NCBI GI 


gl773330 


BLAST score 


636 


K vslus 


9 Oo-^^lfi 
. We OD 


riaCCn ±eny L.I1 


±*±o 


^ laentiLy 


PA 


KfPRT ni:i<5r''n' Til" T on 


/rTfinn'71 ^ rrl \7ool a "H o ovi HaQSi ^M^^ Qf:iTnV^T*wan+*l^ * 
f y -L_y ok-'-Ld L. e vJA.xvj.ci.oe Liieoeitixjx j^ciiiL.iH 


beC[* iNO. 


4UxUZU 


O • XL/ 


XlXJDOrlOX UJ_7 IT X IVit. I;,? 




RT a<^TM 

OXltiO 1 In 


NCBI GI 


g2073379 


BLAST score 


228 




X • ue x<i-0 


Match length 




% identity 






XxXOe k_/Xr^ u lUJAi-Nra^ ^dx L-XciX oeyUeiiOe 


beq. NO* 




oeCJ* XiJ 


XiXDo^ jX r X JaZ oXU 


rue LliUU. 


DXirlO 1 IN 


NCBI GI 


g6015437 


BLAST score 


35 


E value 


0 . ue xu 


Match length 




% identity 


xuu 


iMoDX X/'Co ox X^ UXwil 




oeg. fsio . 


4 U XUZZ 


Q/arr TD 
octj • ±U 


T TR^i^i -ft'^Q-Pi -■&r9-r:i 9 

XiXDj^OX UO it X PlZ oXZ 


Mol" V» 0(^ 
rue LilUU 


RT a CITY 


MOOT OT 
LN £j X kj X 


y 0 z uo u 


"RT ZV^T QooTO 


rt X / 


E value 


6.0e-41 


Match length 


122 


% identity 




iN^iDx jjescnpuxon 


chlorophyll a/t)~binding protein type III 




p^gi zzDo/z prr xouyzoDA cnxoropnyxx a/o 




[Xjycoper sxcon escuxennuiuj 


Seq. No. 




Seq. ID 


LIB3431-039-P1-K2-G2 


Method 


BLASTX 


NCBI GI 


gl729971 


BLAST score 


238 


E value 


4.0e-20 



[Arabidopsis 



51401 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq- ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



66 
74 

TONOPLAST INTRINSIC PROTEIN, GAMMA (GAMMA TIP) 

(AQUAPORIN-TIP) >gi_1076745_pir S52004 gamma-Tip protein 

rice >gi_473997_dbj_BAA05017_ (D25534) gamma-Tip [Oryza 
sativa] 

401024 

LIB3431-039-P1-K2-G3 

BLASTX 

g2462762 

337 

3.0e-39 

121 

69 

(AC002292) Highly similar to auxin-induced protein 
(aldo/keto reductase family) [Arabidopsis thaliana] 

401025 

LIB3431-039-P1-K2-G4 

BLASTX 

g3063524 

184 

3.0e-14 

51 

75 

(AF052305) ribulose 1, 5-bisphosphate carboxylase small 
subunit [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401026 

LIB3431-039-P1-K2-G5 

BLASTX 

g82080 

364 

9.0e-35 

113 

64 

chlorophyll a/b-binding protein type III precursor - tomato 

>gi_226872_prf 1609235A chlorophyll a/b binding protein 

[Lycopersicon esculentum] 

401027 

LIB3431-039-P1-K2-G6 

BLASTX 

g320618 

199 

9.0e-16 

57 

72 

chlorophyll a/b-binding protein I 
>gi_218172_dbj_BAA00536_ (D00641) 
chlorophyll a/b-binding protein [Oryza sativa] 

>gi_227 611__prf 1707316A chlorophyll a/b binding protein 1 

[Oryza sativa] 



precursor - rice 

type I light-harvesting 



Seq. No. 
Seq. ID 



401028 

LIB3431-039-P1-K2-G8 



51402 



^^^^ 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g2464852 

206 

4.0e-16 

104 

45 

(Z99707) putative protein [Arabidopsis thaliana] 
401029 

LIB3431-039-P1-K2-G9 

BLASTX 

g3789952 

544 

6.0e-56 

103 

99 

(AF094775) chlorophyll a/b-binding protein presursor [Oryza 
sativa] 



Seq, No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401030 

LIB3431-039-P1-K2-H10 

BLASTX 

g3395440 

229 

6.0e-19 

76 

50 

(AC004683) hypothetical protein [Arabidopsis thaliana] 
401031 

LIB3431-039-P1-K2-H2 

BLASTX 

g3328122 

245 

2.0e-21 

95 

65 

(AF073473) phosphoglycerate kinase precursor [Solanum 
tuberosum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401032 

LIB3431-039-P1-K2-H3 

BLASTX 

g4835754 

220 

4,0e-18 

83 

59 

(AC007202) Is a member of the PF_00162 Phosphoglycerate 
kinase family. ESTs gb_N38721, gb_T22178, gb_R90345, 
gb_R90715, gb_T21140, gb_T46295, gb_H37082, gb_T46076, 
gb_N37132, gb_AA597649, gb_AI100648 and gb_Z48462 c 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



401033 

LIB3431-039-P1-K2-H6 

BLASTX 

gl32105 



51403 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



349 

4.0e-33 

87 
80 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 

401034 

LIB3431-039-P1-K2-H8 

BLASTX 

gl29915 

562 

6.0e-58 

122 

89 

PHOSPHOGLYCERATE KINASE, CHLOROPLAST PRECURSOR 

>gi_66912_pir TVWTGC phosphoglycerate kinase (EC 2.7,2,3) 

precursor, chloroplast - wheat >gi_21833_emb__CAA33303_ 
{X15233) phosphoglycerate kinase (AA 1 - 480) [Triticum 
aestivum] >gi_3293043_emb_CAA51931_ {X73528) 
phosphoglycerate kinase [Triticum aestivum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401035 

LIB3431-039-P1-N1-A10 

BLASTN 

g3885893 

216 

l.Oe-118 

259 
96 

Oryza sativa photosystem-1 H subunit G0S5 (PSI-H) mRNA, 
complete cds 

401036 

LIB3431-039-P1-N1-A4 

BLASTX 

g3913641 

358 

4.0e-34 

69 

100 

FRUCTOSE-1, 6-BISPHOSPHATASE, CHLOROPLAST PRECURSOR 
(D-FRUCTOSE-1, 6-B IS PHOSPHATE 1-PHOSPHOHYDROLASE) (FBPASE) 
>gi_3041777_dbj_BAA25423_ {AB007194) 
fructose-1, 6-bisphosphatase [Oryza sativa] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



401037 
LIB3431- 
BLASTX 
g417744 



039-P1-N1-A5 



51404 



o 



BLAST ^core 


287 


E value 


l.Oe-25 


Match length 


56 






XT T3 T ^ o V" 1 +* T ^ 


Zi.nTr'NTAC VT UAMnPVCTT TMTi CP ^ Q_Zi HITXTAC VT _T —UAIUAAVOTP TXTIT 




HVnOAT a QT \ ^ a HAU AV7\ CC ^ 's./t-i '] C^OiZ^'^ ^MQIQQRX 
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Q ci 

OSCJ ■ iNO . 


^uxuoo 


^prr TO 


XiXJ_>.,J'dtOX irX LNX riv 


Method 


BLASTX 


NCBI GI 


gl835731 


BLAST score 


403 




O • Uc O -? 


i^IdLUXl Xellyuil 


o ^ 




0 o 
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O C • IN O . 


f± U XU J y 


OCt^ • XL/ 


XiXXj040X Ujz? rX i\X xi./ 


L^^ L.liV>.^^ 


RT.A^TX 


NCBI GI 


g3808101 


BLAST score 


350 


XT' TT ^ 1 n A 


o • ue~o^ 


Lyiancn j.engiin 




% identity 






(AJ012165) chloroplast protease [Capsicum annuuiti] 


oeq. iNO. 


4U1U4U 


Oo(«^ • XLf 


XiXJDJfiOX UOi? IT X IN X H.i7 


1 IC U 1IV_/V^ 




NCBI GI 


yx 1 \j fvjuo 


BLAST score 


384 


E value 


4.0e-37 








7P 


jNUrij, uescripLion 


(U/o/zij oUb rxDOSomal protein So isolog [Arabidop; 




LllClXXClilCL J 


oeCj_ ■ rJU . 


/in 1 041 




T TR'^4'^1 — O'^Q-PI -Ml — R1 0 
ijXOOfioX UOi? irX LNX oXU 






NCBI GI 


gll957 


BLAST score 


256 


E value 


1 Oa — 1 A 0 

X . ue X41Z 


IVfl^*f~*~<V^ T 1^ Vi 

iYia.x.cn xengun 




% identity 


y / 


iNL/Dx jjescnpuion 


Rice complete chloroplast genome 


oecj • iNO - 


/I n 1 n yi o 


o t;\^ * xu 


T T'R'^A'^l —fl'^Q — Dl —Ml _T30 
XiXDOfiOX Uj2? irX iNX lDii 


Me1~hod 


BLASTX 


NCBI GI 


g3036951 


BLAST score 


333 


E value 


4.0e-31 


Match length 


64 


% identity 


100 



51405 



NCBI Description 



(AB012639) light harvesting chlorophyll a/b-binding protein 
[Nicotiana sylvestris] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401043 

LIB3431-039-P1-N1-B3 

BLASTX 

g733454 

383 

6.0e-37 

78 

95 

(U23188) chlorophyll a/b-binding apoprotein CP26 precursor 
[Zea mays] 

401044 

LIB3431-039-P1-N1-B5 

BLASTX 

gll3170 

239 

5.0e-20 

66 

71 

ACYL CARRIER PROTEIN II PRECURSOR (ACP II) 

>gi_99531_pir S12310 acyl carrier protein II - spinach 

>gi_21232_emb_CAA36288_ (X52065) acyl carrier protein II 
[Spinacia oleracea] 

401045 

LIB3431-039-P1-N1-B6 

BLASTX 

g3126854 

345 

2.0e-32 

65 

100 

(AF061577) chlorophyll a/b binding protein [Oryza sativa] 
401046 

LIB3431-039-P1-N1-B7 

BLASTX 

g3345477 

226 

2.0e-18 

42 

100 

(AB016283) carbonic anhydrase [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401047 

LIB3431-039-P1-N1-B8 

BLASTN 

gl67084 

35 

3.0e-10 

47 

94 

Barley PSI-D subunit of photosystem I (PsaD) mRNA, complete 
cds 



51406 



oetj • LNU « 


*± U xU T 0 


OcCJ ■ ±U 


T TR^4?1 -n^Q-Pl -Ml -ri 

JjJ.D^'xOX VJO^ >ti iNJL \-/X 






NCBI GI 


g541951 


BLAST score 


421 


E valuB 


z • ue~fi i 


Match length 


yo 


% Identity 


oU 


NCBI Description 


oJri^^irz pronein soyx_>ean ^gi j±uo/o ^xjizzo* 




[Glycine max] 




*i U X U ^ Z7 




T TR^A^I -O^Q-Pl -Ml -PI n 

1jXoO*JO± v*J^ ITX iNX V^XU 




OXirlO X A 


NCBI GI 


g289920 


BLAST score 


177 


E value 


/ • ue 1^ 


Match length 


'5/1 


% identity 


y4 


iN^^Di uescnpi-ion 


^JjU/XX.?; L*il-LOI- UpiiyXX ri/ Jj JJ_LllU.Xiiy ^XVJLcXii 




hirsutuin] 


oeg. JNo. 


im n^n 


oecj* ±u 


T TR'^A'^l -fl'^Cl— Pi — KFI —PI 1 
lilo J4 JX UO y rx In 1 oil 


Method 


BLASTX 


NCBI GI 


g2911043 


BLAST score 


14 J 


E value 


9 , Oe-uy 


Matcn length 


by 


% identity 


y1 7 
4 / 


NCBI Description 


(ALOzlybl) putative protein LAraDidopsis 


beg. NO. 


4U1U0 1 


oeg. lU 


T TR'^il'^1 — n^Q — Pi —Ml — P"^ 
IjlJDOflOl UOy irX LNX v^O 


Method 


BLASTX 


NCBI GI 


g3868758 


bLAoi score 


CL c; O 


E value 


1 . ue— ao 


Match length 


11^ 


^ laenriuy 


yi 


NCBI Description 


(Dd9ouz) elongation tactor IB gamma [Oryzi 


beg. wo. 


/I n 1 n 1^ o 


beg. xu 


T TP'54'51 —H'^Q- Dl —Ml — 
lilts J 4 Ol UO y IT I LN 1 L-fi 






NCBI GI 


gl706260 


BLAST score 


349 


E value 


7.0e-33 


Match length 


67 


% identity 


94 ' 


NCBI Description 


CYSTEINE PROTEINASE 1 PRECURSOR >gi 21181 



nodulin-26 



cysteine proteinase 1 precursor - 
>gi_643597__dbj_BAA08244_ {D45402) 
mays] 



maize 

cysteine proteinase [Zea 



Seq. No. 



401053 



51407 



oeg. -LJJ 


J_lJ.OJriJX vJJ-/ iNJ. ^-'vJ 


Msthod. 




NCBI GI 


g3126854 


BLAST score 


299 


E value 


0 . ue <c / 


Matcxi lengtn 


00 


% identity 


QQ 

yo 


ncjdI uescnpuion 




Seq, No. 


4UXU04 


beq. lu 


XiXjjOtOX UO:? ITX iNX 


Method 


DXtB-O i A 


JnCdj. bl 


gouooy 4 o 


BLAST score 


313 


E value 


8.0e-29 


rQac-cn xengLii 


ox 


% identity 




NCBI Description 


^jttJc5U xz QO / J xxgnu naxvesuxiig oiixuxupiiyxx 




LNxcoi-xana syxvesx.rx5j 


Seq. No. 


4U1UOO 


beq. lU 


XiXoO^JX UO-/ irX iMX k^O 


Metnoa 




NCBI GI 


g2073379 


BLAST score 


71 


E value 


X . ue-^x 


Match length 


TOO 

1 jy 


% identity 


O f 

DO 


NCBI Description 


Kxce Or z 0 ruKiN/i^ pamax sequence 


Seq. No, 


401056 


oeq. xu 


XiXIjOrlOJ- ITJ. INX 


Method 


BLASTN 


NCBI GI 


g2072554 


BLAST score 


277 


E value 


l.Oe-154 


Match length 


341 



% identity 

NCBI Description 



95 

Oryza sativa metallothionein-like protein mRNA, complete 
cds 



Seq. No* 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



401057 

LIB3431-039-P1-N1-D3 

BLASTN 

g218209 

48 

8,0e-18 

68 

93 

Oryza sativa mRNA for the small subunit of 

ribulose-1, 5-bisphosphate carboxylase, complete cds, clone 
pOSSS2106 

401058 

LIB3431-039-P1-N1-D4 

BLASTX 

g4115416 



51408 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



185 

l.Oe-13 

60 
55 

(AB021979) 



farnesyl diphosphate synthase [Oryza sativa] 



401059 

LIB3431-039-P1-N1-D5 

BLASTX 

g3522941 

231 

5.0e-19 

50 

86 

{AC004411) putative peptide chain release factor 
[Arabidopsis thaliana] 

401060 

LIB3431-039-P1-N1-D6 

BLASTX 

g2072555 

237 

l.Oe-19 

44 

100 

(AF001396) metallothionein-like protein [Oryza sativa] 
>gi_6103441_gb_AAF03603.1_ (AF147786) metallothionein-like 
protein [Oryza sativa] 

401061 

LIB3431-039-P1-N1-D7 

BLASTX 

g3036949 

276 

2.0e-24 

57 

93 

(AB012638) light harvesting chlorophyll a/b-binding protein 
[Nicotiana sylvestris] 

401062 

LIB3431-039-P1-N1-E4 

BLASTX 

g4455174 

256 

4.0e-22 

77 
62 

{AL035521) putative protein [Arabidopsis thaliana] 
401063 

LIB3431-039-P1-N1-E6 

BLASTX 

g4689380 

266 

3.0e-23 
55 



51409 



o 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



93 

(AF1394 65) LHCII type III chlorophyll a/b binding protein 
[Vigna radiata] 

401064 

LIB3431-039-P1-N1-E7 

BLASTX 

g671740 

433 

9.0e-43 

78 
100 

(X84730) ribulose-bisphosphate carboxylase [synthetic 
construct] 

401065 

LIB3431-039-P1-N1-F3 

BLASTX 

g464980 

415 

l.Oe-40 

80 

96 

UBIQUITIN-CONJUGATING ENZYME E2-17 KD (UBIQUITIN-PROTEIN 
LIGASE) (UBIQUITIN CARRIER PROTEIN) >gi_166422 {L06967) 
ubiquitin carrier protein [Medicago sativa] 



Seq. No. 


401066 


Seq. ID 


LIB3431-039-P1-N1-F6 


Method 


BLASTX 


NCBI GI 


g2598589 


BLAST score 


234 


E value 


2.0e-19 


Match length 


70 


% identity 


60 


NCBI Description 


(Y15367) MtN19 [Medicago truncatula] 


Seq, No. 


401067 


Seq. ID 


LIB3431-039-P1-N1-F7 


Method 


BLASTX 


NCBI GI 


g5729704 


BLAST score 


249 


E value 


3.0e-21 


Match length 


102 


% identity 


45 


NCBI Description 


{AC007927) unknown protein, 5' partia. 




thaliana] 


Seq. No. 


401068 


Seq. ID 


LIB3431-039-P1-N1-F8 


Method 


BLASTN 


NCBI GI 


g2570514 


BLAST score 


287 


E value 


l.Oe-160 


Match length 


335 


% identity 


96 



NCBI Description Oryza sativa glycolate oxidase (GOX) mRNA, complete cds 



51410 



Seq, No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 

identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401069 

LIB3431-039-P1-N1-F9 

BLASTN 

g2073379 

168 

2.0e-89 

243 

92 

Rice CP26 mRNA, partial sequence 
401070 

LIB3431-039-P1-N1-G1 

BLASTX 

gll68587 

200 

2.0e-15 

45 

87 

ATP SYNTHASE DELTA CHAIN, CHLOROPLAST PRECURSOR 

>gi_10844 67_pir S43728 H+-transporting ATP synthase (EC 

3.6.1.34) - sorghiim >gi_311231__einb_CAA4 6803_ [X66004) 
H{+) -transporting ATP synthase [Sorghum bicolor] 

401071 

LIB3431-039-P1-N1-G10 

BLASTX 

gl296955 

396 

2.0e-38 

76 

45 

(X95402) duplicated domain structure protein [Oryza sativa] 
401072 

LIB3431-039-P1-N1-G11 

BLASTX 

gl296955 

320 

2.0e-29 

73 

39 

(X95402) duplicated domain structure protein [Oryza sativa] 
401073 

LIB3431-039-P1-N1-G12 

BLASTX 

gll5813 

257 

4.0e-22 

61 

82 

CHLOROPHYLL A-B BINDING PROTEIN 8 PRECURSOR (LHCI TYPE III 
CAB-8) >gi_19182_emb_CAA33330_ (X15258) Type III 
chlorophyll a/b-binding protein [Lycopersicon esculentum] 



Seq. No. 



401074 



51411 



Seq. ID 

Method 

NCBI GI 

BLiAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3431-039-P1-N1-G2 

BLASTX 

gl729971 

296 

7.0e-27 

54 

98 

TONOPLAST INTRINSIC PROTEIN, GAMMA (GAMMA TIP) 

(AQUAPORIN-TIP) >gi_1076745_pir S52004 gamma-Tip protein 

rice >gi_473997_dbj_BAA05017_ (D25534) gamma-Tip [Oryza 
sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401075 

LIB3431-039-P1-N1-G3 

BLASTX 

g2462750 

277 

2.0e-24 

72 

71 

(AC002292) Highly similar to auxin-induced protein 
(aldo/keto reductase family) [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401076 

LIB3431-039-P1-N1-G4 

BLASTX 

gl32105 

416 

l-Oe-40 

75 

100 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 

401077 

LIB3431-039-P1-N1-G5 

BLASTX 

gll5813 

257 

4.0e-22 

61 

82 

CHLOROPHYLL A-B BINDING PROTEIN 8 PRECURSOR (LHCI TYPE III 
CAB-8) >gi_19182_emb_CAA33330_ (X15258) Type III 
chlorophyll a/b-binding protein [Lycopersicon esculentum] 



Seq. No. 
Seq, ID 
Method 
NCBI GI 



401078 

LIB3431-039-P1-N1-G6 

BLASTX 

gll5787 



51412 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq* No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



409 

6,0e-40 

77 

100 

CHLOROPHYLL A-B BINDING PROTEIN 2 PRECURSOR (LHCII TYPE I 

CAB-2) (LHCP) >gi_82461_pir S03706 chlorophyll a/b-binding 

protein 2R precursor - rice >gi_20182_einb_CAA32109_ 
(X13909) chlorophyll a/b-binding preprotein (AA -28 to 235) 
[Oryza sativa] 

401079 

LIB3431-039-P1-N1-G7 

BLASTX 

g4206765 

180 

5,0e-13 

77 

52 

{AF10432 9) putative type 1 membrane protein [Arabidopsis 
thaliana] 



Seq. No* 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401080 

LIB3431-039-P1-N1-G8 

BLASTX 

g2464852 

171 

5.0e-12 

80 

49 

(Z99707) putative protein [Arabidopsis thaliana] 
401081 

LIB3431-039-P1-N1-H3 

BLASTX 

gl708424 

267 

3.0e-23 

61 

74 

ISOFLAVONE REDUCTASE HOMOLOG >gi_1230614 (U48590) 
isoflavone reductase-like protein [Lupinus albus] 

401082 

LIB3431-039-P1-N1-H6 

BLASTX 

g671740 

380 

2.0e-36 

69 

100 

(X84730) ribulose-bisphosphate carboxylase [synthetic 
construct] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



401083 

LIB3431-039-P1-N1-H8 

BLASTX 

g3738261 



51413 



BLAST score 261 

E value l.Oe-22 

Match length 62 

% identity 89 

NCBI Description (AB018412) chloroplast phosphoglycerate kinase [Populus 
nigra] 

Seq. No. 401084 

Seq, ID LIB3431-040-P1-K2-A1 

Method BLASTX 

NCBI GI g2959781 

BLAST score 193 

E value 3.0e-15 

Match length 60 

% identity 65 

NCBI Description (AJ223508) Zwille protein [Arabidopsis thaliana] 




Seq, No. 


401085 


Seq. ID 


LIB3431-040-P1-K2-A7 


Method 


BLASTX 


NCBI GI 


gl370198 


BLAST score 


295 


E value 


8,0e-27 


Match length 


87 


% identity 


67 


NCBI Description 


{Z73948) RAB8E [Lotus japonicus] 


Seq. No. 


401086 


Seq. ID 


LIB3431-040-P1-K2-A8 


Method 


BLASTN 


NCBI GI 


g218184 


BLAST score 


59 


E value 


5.0e-25 


Match length 


80 


% identity 


91 


NCBI Description 


Rice mRNA for oryzain gamma (EC 3.4.22) 


Seq. No. 


401087 


Seq. ID 


LIB3431-040-P1-K2-A9 


Method 


BLASTN 


NCBI GI 


g4138289 


BLAST score 


118 


E value 


9.0e-60 


Match length 


138 


% identity 


96 


NCBI Description 


Oryza sativa mRNA for thioredoxin M 


Seq. No. 


401088 


Seq. ID 


LIB3431-040-P1-K2-B11 


Method 


BLASTX 


NCBI GI 


g3288821 


BLAST score 


436 


E value 


4.0e-43 


Match length 


109 


% identity 


76 


NCBI Description 


(AF063901) alanine rglyoxylate aminotrans: 



transaminase [Arabidopsis thaliana] 



51414 



>gi_4733989_gb_AAD28669.1_AC007209_5 (AC007209) 
alanine-glyoxylate aminotransferase [Arabidopsis thaliana] 



Seq. No. 


401089 


Seq. ID 


LIB3431-040-P1-K2-B3 


■N/t y-V-t- 1-4 y-V 

jyieiijioa 






go / ± i 


BLAST score 


/I 1 R 


E value 




Match length 




% identity 




iNL/JjX ues crxp L.1UI1 




O C ^ • iM vJ • 


401090 


Seq, ID 


LIB3431-040-P1-K2-B4 


Method 


BLASTX 


NCBI GI 


g2244847 


BLAST score 


152 


E value 


3.0e-10 


Match length 


79 


% identity 


44 


NCBI Description 


{ Z97337 ) hydroxyprol 



[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401091 

LIB3431-040-P1-K2-B5 

BLASTX 

gl32105 

342 

2.0e-32 

70 

96 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

{RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538__ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401092 

LIB3431-040-P1-K2-B6 

BLASTX 

gl32105 

339 

8.0e-32 

133 
47 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_680 94_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1 , 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 



51415 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 

401093 

LIB3431-040-P1-K2-B7 

BLASTX 

gl353352 

302 

2.0e-27 

94 

66 

{U31975) alanine aminotransferase [Chlamydomonas 
reinhardtii] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401094 

LIB3431-040-P1-K2-C1 

BLASTX 

gll4521 

520 

6.0e-53 

127 

86 

ATP SYNTHASE ALPHA CHAIN >gi_67 827_pir PWRZA 

H+-transporting ATP synthase (EC 3.6.1.34) alpha chain - 
rice chloroplast >gi__11979_emb_CAA33993_ (X15901) ATPase 

alpha subunit [Oryza sativa] >gi_226696_prf 1603356X 

ATPase alpha [Oryza sativa] 



Seq. No. 


401095 


Seq. ID 


LIB3431-040-P1-K2-C11 


Method 


BLASTX 


NCBI GI 


g3126854 


BLAST score 


520 


E value 


7.0e-53 


Match length 


104 


% identity 


96 


NCBI Description 


(AF061577) chlorophyll a. 


Seq. No. 


401096 


Seq. ID 


LIB3431-040-P1-K2-C12 


Method 


BLASTX 


NCBI GI 


g231610 


BLAST score 


193 


E value 


5.0e-15 


Match length 


54 


% identity 


65 


NCBI Description 


ATP SYNTHASE GAMMA CHAIN 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



CHLOROPLAST PRECURSOR 

>gi_67880_pir PWNTG H+-transporting ATP synthase (EC 

3.6.1.34) gamma chain precursor, chloroplast - common 
tobacco >gi_19785_emb_CAA4 5152_ (X63606) ATP synthase 
(gamma subunit) [Nicotiana tabacum] 

401097 

LIB3431-040-P1-K2-C2 

BLASTN 

g218207 

165 



51416 



E value 
Match length 
% identity 
NCBI Description 



l.Oe-87 

253 

91 

Oryza sativa mRNA for the small subunit of 

ribulose-1, 5-bisphosphate carboxylase, complete cds, clone 

pOSSS1139 



Seq. No, 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401098 

LIB3431-040-P1-K2-C3 

BLASTX 

g2130042 

486 

6.0e-56 

126 

92 

Mg-chelatase chain Xantha-f - barley >gi_861199 (U26916) 
protoporphyrin IX Mg-chelatase subunit precursor [Hordeum 
vulgare] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401099 

LIB3431-040-P1-K2-C4 

BLASTN 

g5295936 

36 

3.0e-ll 

48 

94 

Oryza sativa genomic 
complete sequence 



DNA, chromosome 6, clone : P0681F10, 



Seq. No. 


401100 


Seq. ID 


LIB3431-040-P1-K2-C5 


Method 


BLASTX 


NCBI GI 


g3559814 


BLAST score 


658 


E value 


4.0e-69 


Match length 


146 


% identity 


86 


NCBI Description 


{Y15781) transketolase 1 [Capsicum annuum; 


Seq. No. 


401101 


Seq. ID 


LIB3431-040-P1-K2-C6 


Method 


BLASTX 


NCBI GI 


g2501356 


BLAST score 


523 


E value 


3.0e-53 


Match length 


139 


% identity 


74 


NCBI Description 


TRANSKETOLASE, CHLOROPLAST PRECURSOR (TK) 



>gi_l 6 5 8 3 2 2__emb_CAA9 0 4 2 7_ 
[Solanum tuberosum] 



(Z50099) 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



401102 

LIB3431-040-P1-K2-C7 

BLASTX 

g4995921 

230 



51417 



o • 



E valu6 


A Q 

4 * ue— xy 


Matcn lengtri 


Ob 


^ identity 


n n 

/y 


NCBI Description 


^iiJUUD/uoj niYHai pro t em [iiea itiaysj 


Seq. No. 


4UiiU o 


da,/^ T n 
becj. lU 


liXOv34ol U4i U Jrl rvii; 


Metliod. 


iiliilb i A 


NCBI GI 


gl747294 


BLAST score 


613 


E value 


o . ue— o4 


Ma ten iengtn 


1/11 

141 


•3 Identity 


o ^ 

oo 


NCBI Description 


{D45383) vacuolar HH — pyrophosphatase [Oryza sativa] 


C? /-s ^ "Kin 

beq. No. 


4UiiU4 


Qcarr T Pi 

beq. XU 


lilDJ^Ol Uft U ±r 1 iAji Ul 


lYie unoa 


jDlifib i. IN 


NCBI GI 


g5042437 


BLAST score 


199 


E value 


1 . Ue-lUo 


Match iengtn 


inn 

lyy 


^ Identity 


1 An 
lUU 


NCBI Description 


Oryza sativa BAC T4 9B20 genomic sequence^ complete sequence 


Seq. No. 


/I m 1 n c 

4Ull(Jo 


beq. lu 


TTn'5/'3i n /I n "di lto nil 
1i1do4 oX — U4 U — Jrl— J\z — Ull 


Method. 


tSXiiib i A 


NCBI GI 


g2570511 


BLAST score 


648 


E value 


r\ ^ /CO 


Match length 


1 O T 
IZ / 


% identity 


96 


NCBI Description 


vArUzz/Jo} cnioropnyii a-o oinaing protein [cjryza sativa j 


Seq. No. 


401106 


beq. lu 


lilno4 Ol U 4 U ir X ixZ JJXZ 


iYie L.noa 


DXjrib 1 A 


NCBI GI 


g2570511 


BLAST score 


472 


E value 


A , ue~4 / 


Match length 




% identity 


n IT 

95 


nl-Jdi uescriprion 


(AF022738) chlorophyll a-b binding protein [Oryza sativa] 


Seq. No. 


>1 A 1 1 AT 

401107 


beq. lu 


TT'D'3yi'31 A /I A Til XTO r\0 

lilrio4ol-0 4U-rl-i\Z-Uz 


Method 


oliAb I A 


LNL/Dl \J± 


y o ^1^ o 0 / 


BLAST score 


144 


E value 


3.0e-09 


Match length 


30 


% identity 


100 


NCBI Description 


RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 



(RUBISCO SMALL SUBUNIT) >gi_107 6711__pir S4 9992 

ribulose-1/ 5-bisphosphate carboxylase/oxygenase - Aegilops 
squarrosa >gi_599620_emb_CAA58150_ (X83095) rbcS gene 



51418 



[Aegilops squarrosa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401108 

LIB3431-040-P1-K2-D4 

BLASTX 

gl32105 

559 

l.Oe-57 

122 
86 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

{RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small siibunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 



Seq. No. 


401109 


Seq. ID 


LIB34 31-04 0-P1-K2-D8 


Method 


BLASTX 


NCBI GI 


g3345477 


BLAST score 


218 


E value 


€.0e-18 


Match length 


58 


% identity 


69 


NCBI Description 


(AB016283) carbonic anhydrase [Oryza sativa] 


Seq. No. 


401110 


Seq. ID 


LIB3431-040-P1-K2-E1 


Method 


BLASTX 


NCBI GI 


gll5787 


BLAST score 


405 


E value 


l.Oe-39 


Match length 


90 


% identity 


91 


NCBI Description 


CHLOROPHYLL A-B BINDING PROTEIN 2 PRECURSOR (LHCII ' 




CAB-2) (LHCP) >gi 82461^ir S03706 chlorophyll a/b- 




protein 2R precursor - rice >gi 201B2_emb_CAA32109_ 




(X13909) chlorophyll a/b-binding preprotein (AA -28 




[Oryza sativa] 


Seq. No. 


401111 


Seq, ID 


LIB3431-040-P1-K2-E10 


Method 


BLASTX 


NCBI GI 


g4490317 


BLAST score 


364 


E value 


l.Oe-34 


Match length 


133 


% identity 


52 


NCBI Description 


(AL035678) putative protein [Arabidopsis thaliana] 


Seq. No. 


401112 


Seq. ID 


LIB3431-040-P1-K2-E11 


Method 


BLASTX 



to 235) 



51419 



o 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4490317 
319 

3.0e-29 

158 

42 

(AL035678) putative protein [Arabidopsis thaliana] 
401113 

LIB3431-040-P1-K2-E12 

BLASTX 

g729668 

228 

l.Oe-18 

66 

61 

HISTONE HI >gi_214747 9_pir S65059 histone HI, 

drought-inducible - Lycopersicon pennellii >gi_436823 
{U01890) Solanum pennellii histone HI [Solanura pennellii] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



401114 

LIB3431-040-P1-K2-E2 

BLASTX 

gl20661 

198 

l.Oe-16 

90 

60 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE A, CHLOROPLAST 
PRECURSOR >gi_170237 (M14417) glyceraldehyde-3-phosphate 
dehydrogenase A-subunit precursor [Nicotiana tabacum] 

401115 

LIB3431-040-P1-K2-E3 

BLASTX 

gl32105 

503 

3.0e-51 

104 

88 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 

401116 

LIB3431-040-P1-K2-E4 

BLASTX 

g2407281 

254 

3.0e-22 

68 

75 



51420 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq* No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq, ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



(AF017363) ribulose 1, 5-bisphosphate carboxylase small 
subunit [Oryza sativa] 



401117 

LIB3431-040-P1-K2-E5 

BLASTN 

g3819221 

84 

3.0e-39 

282 

83 

Hordeum vulgare partial mRNA; 



clone CMWG0721 



401118 

LIB3431-040-P1-K2-E8 

BLASTX 

g2407281 

455 

2.0e-45 

119 

77 

(AF017363) ribulose 1, 5-bisphosphate carboxylase small 
subunit [Oryza sativa] 

401119 

LIB3431-04 0-P1-K2-E9 

BLASTX 

gll74745 

359 

3.0e-34 

80 

89 

TRIOSEPHOSPHATE ISOMERASE, CHLOROPLAST PRECURSOR (TIM) 

>gi_1363523_pir S53761 triose-phosphate isomerase (EC 

5.3.1.1) precursor, chloroplast - rye 

>gi_609262_emb_CAA83533_ (Z32521) triosephosphate isomerase 

[Secale cereale] >gi_10954 94_prf 2109226B triosephosphate 

isomerase [Secale cereale] 

401120 

LIB3431-040-P1-K2-F10 

BLASTX 

g3885894 

507 

2.0e-51 

132 

77 

(AFO 93635) photosystem-1 H subunit G0S5 [Oryza sativa] 
401121 

LIB3431-040-P1-K2-F11 

BLASTX 

g2104959 

324 

2.0e-30 

77 

74 



51421 



NCBI Description (U96925) iitimunophilin [Vicia faba] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401122 

LIB3431-040-P1-K2-F4 

BLASTX 

gl20657 

293 

2.0e-27 

89 

79 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE A PRECURSOR, 

CHLOROPLAST >gi_66024_pir DEZMG3 

glyceraldehyde-3-phosphate dehydrogenase (NADP+) 
(phosphorylating) (EC 1.2.1.13) A precursor, chloroplast - 
maize >gi__168479 (M18976) glyceraldehyde-3-phosphate 
dehydrogenase [Zea mays] >gi_7 63035_emb_CAA334 55_ (X15408) 
glyceraldehyde-3-phosphate dehydrogenase [Zea mays] 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401123 

LIB3431-040-P1-K2-F5 

BLASTX 

g4455158 

249 

4.0e-21 

71 

63 

(AL021687) kinase-like protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401124 

LIB3431-040-P1-K2-F8 

BLASTX 

g3850581 

252 

l.Oe-21 

84 

60 

(AC005278) EST gb_N96383 comes from this gene. [Arabidopsi 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401125 

LIB3431-040-P1-K2-G1 

BLASTN 

g596077 

62 

l.Oe-26 

78 

95 

Zea mays thiamine biosynthetic enzyme 
complete cds 



(thil-1) mRNA, 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



401126 

LIB3431-040-P1-K2-G12 

BLASTX 

g2570515 

456 

7.0e-49 
133 



51422 



% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



84 

(AF0227401 



glycolate oxidase [Oryza sativa] 



401127 

LIB3431-040-P1-K2-G2 

BLASTX 

g3914603 

707 

7.0e-75 

146 

95 

RIBULOSE BISPHOSPHATE CARBOXYLASE /OXYGENASE ACTIVASE, 
CHLOROPLAST PRECURSOR (RUBISCO ACTIVASE) >gi_1778414 
{U74321) ribulose-1, 5-bisphosphate carboxylase/oxygenase 
activase [Oryza sativa] 



401128 

LIB3431-040-P1-K2-G3 

BLASTN 

g2072554 

214 

l.Oe-117 

309 

92 

Oryza sativa metallothionein-like protein mRNA, 
cds 



complete 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 



401129 

LIB3431-040-P1-K2-G4 

BLASTX 

g461498 

248 

2.0e-21 

84 

55 

ALANINE AMINOTRANSFERASE 2 (GPT) (GLUTAMIC— PYRUVIC 
TRANSAMINASE 2) (GLUTAMIC —ALANINE TRANSAMINASE 2) 

(ALAAT-2) >gi_320619_pir S28429 alanine transaminase (EC 

2.6.1.2) - proso millet >gi_2 96204_emb_CAA4 9199_ (X69421) 
alanine aminotransferase [Panicum miliaceum] 



401130 

LIB3431-040-P1-K2-G5 

BLASTX 

g4138290 

360 

7.0e-35 

95 

75 

(AJ005841) thioredoxin 



M [Oryza sativa] 



401131 

LIB3431-040-P1-K2-G7 

BLASTX 

g3080420 

392 

6.0e-38 



51423 



Match length 

% identity 

NCBI Description 



142 
56 

(AL022604] 
thaliana] 



putative sugar transporter protein [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401132 

LIB3431-040-P1-K2-G8 

BLASTX 

g3080420 

389 

l.Oe-37 
120 
62 

(AL022604) 
thaliana] 



putative sugar transporter protein [Arabidopsis 



401133 

LIB3431-040-P1-K2-H10 

BLASTN 

g6103440 

93 

5.0e-45 

149 

91 

Oryza sativa metallothionein-like protein 
complete cds 



(ML2) mRNA, 



401134 

LIB3431-040-P1-K2-H12 

BLASTN 

g2072554 

146 

3.0e-76 

186 

95 

Oryza sativa metallothionein-like protein luRNA, coitiplete 
cds 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401135 

LIB3431-04 0-P1-K2-H2 

BLASTN 

g3135542 

39 

B.Oe-13 

67 

90 

Oryza sativa aquaporin 



{PIP2a) mRNA, complete cds 



401136 

LIB3431-040-P1-K2-H5 

BLASTX 

g4584342 

221 

6.0e-18 

120 

42 

(AC007127) putative ubiquitin protein 



[Arabidopsis 



51424 



thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401137 

LIB3431-04 0-P1-K2-H6 

BLASTX 

g4079798 

540 

2.0e-55 

107 

99 

(AF052203) 23 kDa polypeptide of photosystem II [Oryza 
sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401138 

LIB3431-040-P1-K2-H8 

BLASTX 

g2407281 

616 

3.0e-64 

118 

97 

(AF017363) ribulose 1, 5-bisphosphate carboxylase small 
subunit [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401139 

LIB3431-040-P1-K2-H9 

BLASTX 

g2072555 

348 

7.0e-33 

62 
98 

(AF001396) metallothionein-like protein [Oryza sativa] 
>gi_61034 41_gb_AAF03603.1_ {AF147786) metallothionein-like 
protein [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401140 

LIB3431-040-P1-N1-A10 

BLASTN 

g2072554 

301 

l.Oe-169 

333 

98 

Oryza sativa metallothionein-like protein mRNA, 
cds 



complete 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401141 

LIB3431-040-P1-N1-B12 

BLASTX 

g2754849 

169 

7.0e-12 

42 
79 

(AF039000) putative serine-glyoxylate aminotransferase 
[Fritillaria agrestis] 



51425 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401142 

LIB3431-040-P1-N1-B6 

BLASTX 

gl32105 

712 

2.0e-75 

130 

100 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68 0 94_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_2182G8_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi__2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 



Seq. No. 


401143 


Seq, ID 


LIB3431-040-P1-N1-B9 


Method 


BLASTX 


NCBI GI 


g871931 


BLAST score 


263 


E value 


9 . Oe-23 


Match length 


80 


% identity 


70 


NCBI Description 


[D30763) ferredoxin [Oryza sativa] 


Seq. No. 


401144 


Seq. ID 


LIB34 31-04 0-Pl-Nl-Cll 


Method 


BLASTX 


NCBI GI 


g517500 


BLAST score 


333 


E value 


3.0e-31 


Match length 


81 


% identity 


80 


NCBI Description 


(M87435) precursor of the oxygen evolving complex 17 JcDa 




protein [Zea mays] >gi 444338 prf 1906386A photosystem II 




0E17 protein [Pisum sativum] 


Seq. No. 


401145 


Seq. ID 


LIB3431-040-P1-N1-C12 


Method 


BLASTX 


NCBI GI 


g3126854 


BLAST score 


324 


E value 


4.0e-30 


Match length 


67 


% identity 


94 


NCBI Description 


(AF061577) chlorophyll a/b binding protein [Oryza sativa] 


Seq. No. 


401146 


Seq. ID 


LIB3431-040-P1-N1-C2 


Method 


BLASTX 


NCBI GI 


g4995921 


BLAST score 


218 


E value 


l.Oe-17 



51426 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



9 



56 
75 

(AJ006708: 



HMGl protein [Zea mays] 



401147 

LIB3431-040-P1-N1-C3 

BLASTX 

gl747294 

290 

6,0e-26 

55 
100 

(D45383) vacuolar H+-pyrophosphatase [Oryza sativa] 
401148 

LIB3431-040-P1-N1-C5 

BLASTN 

g5295936 

56 

l.Oe-22 

124 

86 

Oryza sativa genomic DNA, chromosome 6, clone : P0681F10, 
complete sequence 



Seq. No. 


401149 


Seq. ID 


LIB3431-040-P1-N1-C6 


Method 


BLASTX 


NCBI GI 


g2529342 


BLAST score 


157 


E value 


2.0e-10 


Match length 


37 


% identity 


84 


NCBI Description 


(L76554) transketolas* 


Seq. No. 


401150 


Seq. ID 


LIB3431-040-P1-N1-C8 


Method 


BLASTN 


NCBI GI 


g218207 


BLAST score 


170 


E value 


l.Oe-90 


Match length 


262 


% identity 


91 


NCBI Description 


Oryza sativa mRNA for 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



ribulose-1, 5-bisphosphate carboxylase, complete cds, clone 
POSSS1139 

401151 

LIB3431-040-P1-N1-D12 

BLASTX 

gll5794 

446 

3.0e-44 

96 

89 

CHLOROPHYLL A-B BINDING PROTEIN 13 PRECURSOR (LHCII TYPE 
III CAB-13) >gi_72748_pir CDT033 chlorophyll a/b-binding 



51427 



o • 

protein type III precursor (cab-13) - tomato 
>gi_19277_emb_CAA42818_ (X60275) LHCII type III 
[Lycopersicon esculentum] 



Seq. No, 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq* No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401152 

LIB3431-040-P1-N1-D3 

BLASTX 

g606817 

312 

2.0e-28 

59 

98 

(U08404) carbonic anhydrase [Oryza sativa] 
>gi_5917783__gb_AAD56038.1_AF182806_l (AF182806) 
anhydrase 3 [Oryza sativa] 



carbonic 



401153 

LIB3431-040-P1-N1-D5 

BLASTX 

gl32105 

609 

2.0e-63 

112 
99 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 

401154 

LIB3431-040-P1-N1-D9 

BLASTX 

g551047 

275 

3.0e-29 

71 

85 

(X79277) type II LHCI [Lolium temulentum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401155 

LIB3431-040-P1-N1-E3 

BLASTX 

gl32105 

546 

6.0e-56 

99 

100 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1,1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj__BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 



51428 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



carboxylase (RuBPC) [Oryza sativa] >gi_2407283 {AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_22637 5_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 

401156 

LIB3431-040-P1-N1-E5 

BLASTX 

gl32105 

512 

9.0e-63 

120 

97 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_680 94_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
{D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401157 

LIB3431-040-P1-N1-E7 

BLASTN 

g20181 

127 

5.0e-65 

163 
94 

Rice cab2R gene for light harvesting chlorophyll 
a/b-binding protein 

401158 

LIB3431-040-P1-N1-E8 

BLASTN 

g22239 

44 

2.0e-15 

68 

91 

Maize cytosolic mRNA for subunit A of chloroplast GAPDH 
(GapA) glyceraldehyde-3-phosphate dehydrogenase 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401159 

LIB3431-04 0-P1-N1-E9 

BLASTX 

g347451 

149 

2.0e-09 

32 

88 

(L22155) ribulose 1, 5-bisphosphate carboxylase [Oryza 
sativa] 



Seq. No. 



401160 



51429 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



O 



LIB3431-040-P1-N1-F1 

BLASTX 

gll74745 

355 

l.Oe-33 

85 
84 

TRIOSEPHOSPHATE ISOMERASE, CHLOROPLAST PRECURSOR (TIM) 

>gi_1363523_pir S53761 triose-phosphate isomerase (EC 

5.3.1.1) precursor, chloroplast - rye 

>gi__609262_emb_CAA83533_ (Z32521) triosephosphate isomerase 

[Secale cereale] >gi_10954 94__prf 2109226B triosephosphate 

isomerase [Secale cereale] 



Seq. No. 


401161 


Seq. ID 


LIB3431-040-P1-N1-F11 


Method 


BLASTX 


NCBI GI 


g3885894 


BLAST score 


O 

233 


E value 


2 . Oe-19 


Match length 


61 


% identity 


79 


NCBI Description 


(AF093635) pnotosystem- 


Seq. No. 


401162 


Seq. ID 


LIB3431-040-P1-N1-F4 


Method 


BLASTN 


NCBI GI 


g3345476 


BLAST score 


267 


E value 


l.Oe-148 


Match length 


315 


% identity 


96 


NCBI Description 


Oryza sativa gene for 


Seq. No. 


401163 


Seq. ID 


LIB3431-040-P1-N1-G3 


Method 


BLASTX 


NCBI GI 


gl67097 


BLAST score 


179 


E value 


l.Oe-25 


Match length 


76 


% identity 


80 


NCBI Description 


(M55449) ribulose 1,5- 



-1 H subunit G0S5 [Oryza sativa] 



[Hordeum vulgare] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401164 

LIB3431-040-P1-N1-G4 

BLASTX 

g3785996 

238 

5.0e-20 

97 

51 

(AC005499) putative annexin [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 



401165 

LIB3431-04 0-P1-N1-G6 



51430 



0 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

g4138289 

354 

O.Oe+00 

354 

100 

Oryza sativa mRNA for thioredoxin M 
401166 

LIB3431-040-P1-N1-G8 

BLASTX 

g3080420 

175 

2.0e-12 
43 
74 

(AL022604) 
thaliana] 



putative sugar transporter protein [Arabidopsis 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401167 

LIB3431-040-P1-N1-H1 

BLASTN 

g2072554 

370 

O.Oe+00 

378 

99 

Oryza sativa metallothionein-like protein mRNA, complete 
cds 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401168 

LIB3431-040-P1-N1-H12 

BLASTX 

g4079798 

392 

6.0e-38 

79 

96 

{AF052203) 
sativa] 



23 kDa polypeptide of photosystem II [Oryza 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



401169 

LIB3431-040-P1-N1-H3 

BLASTX 

g2662310 

158 

8.0e-21 

56 

90 

(AB009307) bpwl [Hordeum vulgare] 
401170 

LIB3431-040-P1-N1-H4 

BLASTX 

g3126854 

343 

2.0e-32 



51431 



Match length 

% identity 

NCBI Description 

Seq- No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



67 
97 

(AF061577) chlorophyll a/b binding protein [Oryza sativa] 
401171 

LIB3431-040-P1-N1-H7 

BLASTX 

g347451 

376 

4.0e-36 

69 

99 

(L22155) ribulose 1, 5-bisphosphate carboxylase [Oryza 
sativa] 

401172 

LIB3431-040-P1-N1-H9 

BLASTN 

g218209 

149 

5.0e-78 

329 

96 

Oryza sativa mRNA for the small subunit of 

ribulose-1, 5-bisphosphate carboxylase, complete cds, clone 
pOSSS2106 

401173 

LIB3431-Q41-P1-N1-A10 

BLASTN 

g3126853 

230 

l.Oe-126 

249 

99 

Oryza sativa chlorophyll a/b binding protein (RCABP8 9) 
mRNA, nuclear gene encoding chloroplast protein, complete 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq, ID 
Method 
NCBI GI 



401174 

LIB3431-041-P1-N1-A2 

BLASTX 

gll5787 

432 

l,0e-42 

82 

100 

CHLOROPHYLL A-B BINDING PROTEIN 2 PRECURSOR (LHCII TYPE I 

CAB-2) (LHCP) >gi_82461_pir S03706 chlorophyll a/b-binding 

protein 2R precursor - rice >gi_20182_emb_CAA32109_ 
(X13909) chlorophyll a/b-binding preprotein (AA -28 to 235) 
[Oryza sativa] 

401175 

LIB3431-041-P1-N1-A3 

BLASTX 

g4079798 



51432 



o 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 



277 

2,0e-24 

52 

100 

{AF052203) 23 kDa polypeptide of photosysteru II [Oryza 
sativa] 



Seq. No* 


A Oil 1 1 

4Uii / D 


beq. ID 


T T"R'^4'^T —C\A1 -Pi — Kfl — 2i4 
JjiDOri O X U X irX 1N± r\HL 


Method 


TDT 7\ O rpv 

BLAo iA 


NCBI GI 


g^yoz JUi 


BLAST score 


0 c: c; 
ZOO 


E value 




ixiaLcn lxi 


Q1 

^ J- 


% identity 


55 


NCBI Description 


(AF051235) YGLOlOw-1: 


Seq. No. 


401177 


Seq. ID 


LIB3431-041-P1-N1-A6 


Method 


BLASTX 


NCBI GI 


g6093827 


BLAST score 


169 


E value 


l.Oe-11 


Match length 


97 


% identity 


41 


NCBI Description 


PHOTOSYSTEM II CORE ' 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



[CONTAINS: PHOTOSYSTEM II PROTEIN PSBY-1; KD PHOTOSYSTEM II 
PROTEIN PSBY-2] >gi_2956690_emb__CAA11248_ (AJ223306) PSBY 
[Arabidopsis thaliana] >gi_3414928 (AF079800) PsbY 
precursor [Arabidopsis thaliana] 

401178 

LIB3431-041-P1-N1-A7 

BLASTX 

gl20661 

225 

2.0e-18 

43 

95 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE A, CHLOROPLAST 
PRECURSOR >gi_170237 (M14417) glyceraldehyde-3-phosphate 
dehydrogenase A-subunit precursor [Nicotiana tabacum] 

401179 

LIB3431-041-P1-N1-A9 

BLASTN 

gll640 

45 

4.0e-16 

137 
42 

Liverwort Marchantia polymorpha chloroplast genome DNA 
401180 

LIB3431-041-P1-N1-B1 

BLASTN 

g2072554 



51433 



BLAST score 


395 


E value 


O.Oe+00 






XQ.eni,icy 


inn 

i u u 


jnujdj. uescj-ipnon 






cds 


o e q , NO , 


U ± X O X 


^prr TO 

O C • X u 


LIB34 31-041-P1-N1-B10 






NCBI GI 


gl835731 


BLAST score 


300 


E value 


Q np-97 


ixiaiicn xeriytn 




'S luenuity 


7^ 




friRfiOlfi^ nhnt" nsvs'hpTTi IT 10 kDa DolvoeDtide fOrvza sativa 


C A \T/> 
oeCJ . LNO . 


^ u ± ± 0 ^ 


Qcirr in 

Ooq« J-Lf 


LTB34 31-041-P1-N1-B12 


Method 


DJ_lB,0 i A 




a609443G 


BLAST score 


191 


E value 


7.0e-19 


Match length 


55 


% identity 


95 


NCBI Description 


TUBULIN ALPHA-2 CHAIN (ALPHA-TUBULIN 2) >gi 2511533 



{AF008121) alpha-tubulin 2 [Eleusine indica] 



Seq, No* 


401183 


Seq. ID 


LIB3431-041-P1-N1-B5 


Method 


BLASTX 


NCBI GI 


g2970051 


BLAST score 


249 


E value 


3.0e-21 


Match length 


60 


% identity 


77 


NCBI Description 


(AB012110) ARGIO [Vigna 


Seq, No. 


401184 


Seq, ID 


LIB34 31-04 1-P1-N1-B6 


Method 


BLASTX 


NCBI GI 


gll5793 


BLAST score 


309 


E value 


3.0e-28 


Match length 


63 


% identity 


94 


NCBI Description 


CHLOROPHYLL A-B BINDING 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



OTEIN OF LHCII TYPE III PRECURSOR 

(CAB) >gi_7274 9_pir CDBH3 chlorophyll a/b-binding protein 

type III precursor - barley >gi_19023_emb_C7^44881_ 
(X63197) type III LHCII CAB precursor protein [Hordeum 
vulgare] 

401185 

LIB3431-041-P1-N1-B7 

BLASTX 

g417260 

274 



51434 



II 



E value 
Match length 
% identity 
NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



4.0e-24 

79 

71 

LIGHT REGULATED PROTEIN PRECURSOR >gi_422003_pir S33632 

lirl protein - rice >gi_20263_emb_CAA48706_ (X68807) 
light-regulated gene [Oryza sativa] 

401186 

LIB3431-041-P1-N1-B8 

BLASTX 

g2997591 

238 

6.0e-20 

61 

79 

{AF020814) glucose- 6-phosphate/phosphate-translocator 
precursor [Pisum sativum] 

401187 

LIB3431-041-P1-N1-C1 

BLASTX 

gl31225 

216 

2,0e-17 

56 

73 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT XI PRECURSOR (SUBUNIT 

V) (PSI-L) >gi_100605_pir ^A39759 photosystem I 18K protein 

precursor - barley >gi_167087 (M6114 6) photosystem I 
hydrophobic protein [ Horde uia vulgar e] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401188 

LIB3431-041-P1-N1-C10 

BLASTX 

gl31225 

327 

3.0e-30 

92 

70 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT XI PRECURSOR (SUBUNIT 

V) (PSI-L) >gi_100605_pir ^A39759 photosystem I 18K protein 

precursor - barley >gi_167087 (M61146) photosystem I 
hydrophobic protein [Hordeum vulgare] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401189 

LIB3431-041-P1-N1-C11 

BLASTN 

g202 62 

265 

l.Oe-147 

272 

99 

0. sativa light-induced mRNA 



Seq. No. 
Seq. ID 
Method 



401190 

LIB3431-041-P1-N1-C12 
BLASTX 



51435 



o 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2570511 
163 

2.0e-26 

74 

80 

(AF0227381 



chlorophyll a-b binding protein [Oryza sativa] 



401191 

LIB3431-041-P1-N1-C5 

BLASTX 

g6015059 

422 

2.0e-41 

83 

100 

ELONGATION FACTOR 1-ALPHA (EF-l-ALPHA) >gi_2996096 
(AF030517) translation elongation factor-1 alpha; EF-1 
alpha [Oryza sativa] 

401192 

LIB3431-041-P1-N1-C8 

BLASTX 

g730510 

150 

l.Oe-09 

45 

67 

RAS-RELATED PROTEIN RICl >gi_542150_pir S38740 GTP-binding 

protein - rice >gi_432607_gb_AAB28535_ (S66160) ras-related 
GTP binding protein possessing GTPase activity=ricl [Oryza 
sativa=rice, var. Yamahoushi, callus, Peptide, 202 aa] 
[Oryza sativa] 



Seq. No, 


401193 


Seq, ID 


LIB3431-041-P1-N1-D2 


Method 


BLASTN 


NCBI GI 


g6006355 


BLAST score 


88 


E value 


l.Oe-41 


Match length 


130 


% identity 


46 


NCBI Description 


Oryza sativa genomic 


Seq. No. 


401194 


Seq. ID 


LIB3431-041-P1-N1-D3 


Method 


BLASTX 


NCBI GI 


g4877984 


BLAST score 


262 


E value 


l.Oe-22 


Match length 


53 


% identity 


96 


NCBI Description 


(AF145755) THA4 [Zea : 


Seq, No. 


401195 


Seq. ID 


LIB3431-041-P1-N1-D7 


Method 


BLASTN 


NCBI GI 


g218154 



51436 



CP 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



46 

l.Oe-16 

46 

100 

Oryza sativa gene for cytoplasmic aldolase ^ complete cds, 
clone :A1 dp 



Seq. ISlo. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401196 

LIB3431-041-P1-N1-E10 

BLASTX 

g3582335 

493 

l.Oe-49 

105 

84 

{AC005496) unknown protein [Arabidopsis thaliana] 
401197 

LIB3431-041-P1-N1-E11 

BLASTX 

g3738261 

171 

3.0e-12 

58 

67 

(AB018412) chloroplast phosphoglycerate kinase [Populus 
nigra] 



Seq* No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401198 

LIB3431-041-P1-N1-E5 

BLASTN 

g416266 

44 

2.0e-15 

126 

83 

Rice mRNA for oxygen-evolving protein, partial sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401199 

LIB3431-041-P1-N1-E6 

BLASTN 

g3075487 

308 

l.Oe-173 

315 

99 

Oryza sativa chlorophyll a/b~binding protein 
mRNA, complete cds 



(RCABP69) 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



401200 

LIB3431-041-P1-N1-E7 

BLASTN 

g3885887 

465 

O.Oe+00 

465 

100 



51437 



o 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



Oryza sativa high mobility group protein (HMG) mRNA, 
complete cds 

401201 

LIB3431-041-P1-N1-E8 

BLASTX 

g3386621 

157 

2.0e-10 

36 

81 

(AC004 665) unknown protein [Arabidopsis thaliana] 
401202 

LIB3431-041-P1-N1-E9 

BLASTX 

g3980406 

360 

4.0e-34 

105 

63 

(AC004561) putative tropinone reductase [Arabidopsis 
thaliana] 

401203 

LIB3431-041-P1-N1-F1 

BLASTX 

g3377797 

225 

2.0e-18 

68 

66 

(AF075597) Similar to 60S ribosome protein L19; coded for 
by A. thaliana cDNA TO 4 7 19; coded for by A. thaliana cDNA 
H36046; coded for by A. thaliana cDNA T44067; coded for by 
A. thaliana cDNA T14056; coded for by A. thaliana cDNA 
R90691 [Ara 

401204 

LIB3431-041-P1-N1-F12 

BLASTN 

gl835730 

123 

7.0e-63 

147 

96 

Oryza sativa photosystem II 10 kDa polypeptide mRNA, 
complete cds 

401205 

LIB3431-041-P1-N1-F2 

BLASTX 

gl31225 

364 

l.Oe-34 

99 

72 



51438 



o • 

NCBI Description PHOTOSYSTEM I REACTION CENTRE SUBUNIT XI PRECURSOR (SUBUNIT 

V) (PSI-L) >gi_100605_pir ^A39759 photosystein I 18K protein 

precursor - barley >gi_167087 (M61146) photosystexa I 
hydrophobic protein [Hordeuiu vulgar e] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401206 

LIB3431-041-P1-N1-F3 

BLASTX 

gl31225 

143 

6.0e-09 

53 

49 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT XI PRECURSOR (SUBUNIT 

V) (PSI-L) >gi_100605_pir ^A39759 photosystem I 18K protein 

precursor - barley >gi_167087 (M61146) photosystem I 
hydrophobic protein [Hordeum vulgare] 



Seq. No. 


401207 


Seq. ID 


LIB3431-041-P1-N1-F5 


Method 


BLASTN 


NCBI GI 


g2293567 


BLAST score 


79 


E value 


2.0e-36 


Match length 


181 


% identity 


84 


NCBI Description 


Oryza sativa HvB12D homolog mRNA, 


Seq. No. 


401208 


Seq. ID 


LIB3431-041-P1-N1-F7 


Method 


BLASTX 


NCBI GI 


g2980805 


BLAST score 


322 


E value 


l.Oe-29 


Match length 


80 


% identity 


84 


NCBI Description 


(AL022197) putative protein [Arab. 


Seq. No. 


401209 


Seq. ID 


LIB3431-041-P1-N1-F9 


Method 


BLASTX 


NCBI GI 


gl084455 


BLAST score 


362 


E value 


2.0e-34 


Match length 


69 


% identity 


100 


NCBI Description 


peptidylprolyl isomerase (EC 5.2. 



>gi_600767 (L29469) 



1.8) Cyp2 - rice 
cyclophilin 2 [Oryza sativa] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



401210 

LIB3431-041-P1-N1-G12 

BLASTX 

g82080 

145 

l.Oe-09 

33 

82 



51439 



o 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



chlorophyll a/b-binding protein type III precursor - tomato 

>gi_226872_prf 1609235A chlorophyll a/b binding protein 

[Lycopersicon esculentum] 

401211 

LIB3431-041-P1-N1-G3 

BLASTX 

g517500 

251 

l.Oe-21 

73 

70 

{M87435) 
protein 



precursor of the oxygen evolving complex 17 kDa 
[Zea mays] >gi_444338_prf 190638 6A photosystem II 



0E17 protein [Pisum sativxim] 



Seq. No, 


401212 


Seq. ID 


LIB34 31-04 1-P1-N1-G4 


Method 


BLASTX 


NCBI GI 


g2696804 


BLAST score 


152 


E value 


5.0e-10 


Match length 


28 


% Identity 


100 


NCBI Description 


(AB009665) water channel protein [Oryza sativa] 


Seq. No. 


401213 


Seq. ID 


LIB3431-041-P1-N1-H3 


Method 


BLASTX 


NCBI GI 


g347451 


BLAST score 


351 


E value 


4.0e-33 


Match length 


69 


% identity 


96 


NCBI Description 


(L22155) ribulose 1, 5-bisphosphate carboxylase 




sativa] 


Seq. No. 


401214 


Seq. ID 


LIB3431-041-P1-N1-H6 


Method 


BLASTN 


NCBI GI 


g2570512 


BLAST score 


48 


E value 


2.0e-18 


Match length 


48 


% identity 


100 



NCBI Description Oryza sativa chlorophyll a-b binding protein mRNA^ complete 
cds 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401215 

LIB3431-041-P1-N1-H7 

BLASTX 

g5410350 

216 

3.0e-17 

45 

91 

(AF124045) unlcnown [Sorghum bicolor] 



51440 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401216 

LIB3431-041-P1-N1-H8 

BLASTX 

g3126854 

235 

l,0e-19 

55 

84 

(AF061577) chlorophyll a/b binding protein [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401217 

LIB3431-041-P2-K1-A2 
BLASTX 
g320618 
380 

3,0e-59 
135 
87 

chlorophyll a/b-binding protein I 
>gi_218172_dbj_BAA00536_ (D00641) 
chlorophyll a/b-binding protein [Oryza sativa] 

>gi_227611_prf 1707316A chlorophyll a/b binding protein 1 

[Oryza sativa] 



precursor - rice 

type I light-harvesting 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401218 

LIB3431-041-P2-K1-A3 

BLASTX 

g4079798 

218 

3.0e-18 

50 

90 

{AF052203) 
sativa] 



23 kDa polypeptide of photosystem II [Oryza 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



401219 

LIB3431-041-P2-K1-A7 

BLASTX 

gl20657 

575 

2.0e-59 

136 

85 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE A PRECURSOR, 

CHLOROPLAST >gi_66024_pir DEZMG3 

glyceraldehyde-3-phosphate dehydrogenase (NADP+) 
(phosphorylating) (EC 1.2.1.13) A precursor, chloroplast - 
maize >gi_168479 (M18976) glyceraldehyde-3-phosphate 
dehydrogenase [Zea mays] >gi_763035_emb_CAA33455_ (X15408) 
glyceraldehyde-3-phosphate dehydrogenase [Zea mays] 

401220 

LIB3431-041-P2-K1-B1 

BLASTN 

g6103440 

313 



51441 



o 



E value 


l.Oe-176 


Match length 




% identity 




NCBI Description 


Oryza sativa itietaiiornionem— xiKe prorem uxlj-izj niKiNH./ 




complete cds 


Seq. No. 


4Ulzzi 


Seq. ID 


ijlD0 4ol — U 4 1— rz— J\X-r>lU 


Method 


TIT 7\ cnrv 

BLAb i X 


NCBI GI 


gl835731 


BLAST score 


297 


E value 


4 . ue— ol 


Matcn lengtfi 


yu 


% laentxty 


oU 


NCBI Description 


tUoouxoy pnoi-OsysLein ii ±u Kua po±yptipu-Lu.c Lvj-Lyza. isduj-vaj 


Seq. No. 


^ rs 1 o o o 


beq. ijj 




Method 


tSXtriO i A 


NCBI GI 


g4958922 


BLAST score 


219 


E value 


1 Pin 1 n 

X . ue-x / 


Match length 


88 


% identity 


53 


NCBI Description 


(AdUz / / z> 1 ) NAUirri oxxaoreQUcrase nomoxog tuxcer arxeuxiiuJtLj 


Seq. No. 


401223 


Seq. ID 


LXbo4 oX-U4X-rz-j\X-rSXz 


Method 


BLASTX 


NCBI GI 


g609443(J 


BLAST score 


200 


E value 


6.0e-16 


Match length 


70 


% identity 


60 


NCBI Description 


TUBULIN ALPHA-z CHAIN (ALPHA- iUBULlN z) >gx_zoXXOoo 




{ArUUoXzXj axpna— cuouxxn z [iijxeusxne xnaxcaj 


Seq. No. 


401z^4 


beq. iu 


XiXdj4 oX — U4 X r Z JaX— DO 


Method 


"DT 7i QT^V 

dXi/io i A 


NCBI GI 


g2570511 


BLAST score 


494 


E value 


C A ^ C A 


Match length 


95 


% identity 


98 


NCBI Description 


(ArOzz/ooJ cnloropnyxx a-D oxnaxng prouexn [uryza sauxvaj 


Seq. No. 


401225 


Seq. ID 


LXi3o4oX-U4 X-rz-j\X-r> / 


Method 


BLASTN 




gz uz Dz 


BLAST score 


296 


E value 


l.Oe-166 


Match length 


328 


% identity 


98 


NCBI Description 


0. sativa light-induced mRNA 



51442 



o 



Seq. No. 


4U1ZZD 


beq. lu 




Method 


BLiASTX 


NCBI GI 


gl652217 


BLAST score 


269 


E value 


1 . ue— z J 


Match length 


107 


% identity 


54 


NCBI Description 


(DyuyUo) nypotneticai protein [bynecnocys ris sp 


Seq. No. 


4Ulzz / 


beq. lu 


TTia'5/i'5i_n/ii _DO_i^i —r'l 1 
Ol — U 4 i — fz— rvl — Ull 


Method 


i5J_iH.b 1 A 






BLAST score 


322 


E value 


l.Oe-29 


Match length 


80 


% identity 


75 


NCBI Description 


LIGHT REGULATED PROTEIN PRECURSOR >gi 422003 pi: 



lirl protein - rice >gi_20263_emb_CAA48706_ (X68807) 
light-regulated gene [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 



401228 

LIB3431 

BLASTX 

g468938 

402 

2.0e-39 

78 

95 

(AF1394 
[Vigna 



-041-P2-K1-C12 



0 



65) LHCII type III chlorophyll a/b binding protein 
radiata] 



401229 

LIB3431-041-P2-K1-C2 

BLASTX 

g4582455 

185 

9.0e-14 

99 

36 

{AC007071) 
thaliana] 



putative receptor protein kinase [Arabidopsis 



401230 

LIB3431-041-P2-K1-C5 

BLASTX 

g2662343 

711 

2.0e-75 

140 

99 

(D63581) EF-1 alpha [Oryza sativa] 
401231 

LIB34 31-04 1-P2-K1-C7 
BLASTX 



51443 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3551954 
349 

9.0e-33 

137 

51 

(AF082030) senescence-associated protein 5 
hybrid cultivar] 



[Hemerocallis 



401232 

LIB3431-041-P2-K1-C8 

BLASTN 

g432606 

75 

4,0e-34 

154 

99 

ricl=ras-related GTP binding protein possessing GTPase 
activity [Oryza sativa==rice, Yamahoushi, callus, mRNA, 955 
nt] 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401233 

LIB3431-041-P2-K1-D12 

BLASTX 

gl707998 

612 

l.Oe-63 

150 

80 

SERINE HYDROXYMETHYLTRANSFERASE, MITOCHONDRIAL PRECURSOR 
(SERINE METHYLASE) (GLYCINE HYDROXYMETHYLTRANSFERASE ) 
(SHMT) >gi_481944_pir S40218 glycine 

hydroxymethyl transferase (EC 2.1.2.1) - potato 

>gi_438247_emb_CAA81082_ (Z25863) glycine 

hydroxymethyltransf erase [Solanum tuberosum] 



Seq. No. 


401234 


Seq. ID 


LIB3431-041-P2-K1-D2 


Method 


BLASTN 


NCBI GI 


g6006355 


BLAST score 


132 


E value 


6.0e-68 


Match length 


197 


% identity 


46 


NCBI Description 


Oryza sativa genomic 


Seq. No. 


401235 


Seq. ID 


LIB3431-041-P2-K1-D3 


Method 


BLASTX 


NCBI GI 


g4877984 


BLAST score 


369 


E value 


3.0e-35 


Match length 


143 


% identity 


57 


NCBI Description 


(AF145755) THA4 [Zea : 


Seq. No. 


401236 


Seq. ID 


LIB3431-041-P2-K1-D6 



51444 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g5903095 

159 

2.0e-10 

49 

61 

{AC008017) 



Unknown protein [Arabidopsis thaliana] 



401237 
LIB3431- 
BLASTN 
g218154 



041-P2-K1-D7 



l.Oe-16 

46 

100 

Oryza sativa gene for cytoplasmic aldolase^ complete cds, 
clone :A1 dp 



Seq. No. 


401238 


Seq. ID 


LIB3431-041-P2-K1-E10 


Method 


BLASTX 


NCBI GI 


g3582335 


BLAST score 


745 


E value 


3.0e-88 


Match length 


165 


% identity 


95 


NCBI Description 


(AC005496) unknown prot< 


Seq. No. 


401239 


Seq. ID 


LIB3431-041-P2-K1-E11 


Method 


BLASTX 


NCBI GI 


gl29915 


BLAST score 


493 


E value 


9.0e-50 


Match length 


131 


% identity 


78 


NCBI Description 


PHOSPHOGLYCERATE KINASE 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



CHLOROPLAST PRECURSOR 

>gi_66912_pir TVWTGC phosphoglycerate kinase (EC 2.7.2.3) 

precursor, chloroplast - wheat >gi_21833_emb_CAA33303_ 
(X15233) phosphoglycerate kinase (AA 1 - 480) [Triticum 
aestivum] >gi_3293043_emb_CAA51931_ (X73528) 
phosphoglycerate kinase [Triticum aestivum] 

401240 

LIB3431-041-P2-K1-E12 

BLASTX 

g3128167 

202 

2.0e-15 

155 

35 

(AC004521) hypothetical protein [Arabidopsis thaliana] 
>gi_3212874 {AC004005) hypothetical protein [Arabidopsis 
thaliana] 



Seq. No. 



401241 



51445 



o 





T TT=l'^d'^1 — 041— P9-'K'1 — F9 
XiXnOflOX UfiX irZ J\X HjZ 




RT.A^TN 


NCBI GI 


g6015437 


BLAST score 


36 




"5 Ho— 1 1 

o . ue X X 








xuu 




nouio bo-pxerio iriLAX iui\iNri/ coiripxete 


beq. NO, 


4UXz4z 




XiXJDOfiOX Uf±X irZ l\X rjJ 






NCBI GI 


g3986695 


BLAST score 


519 




/ • ue oo 




XZz 


% identity 


Q C 


LNk^JDX JJtsoCX Xp UXUil 


^/ir xu xfi z o ; rxDosoiuax proLexn Xixz 


beq. No. 


41Jxz4 J 


oeq. xjj 


ijXJD04 OX— U4 X— rz~x\l~bo 




DXiriO 1 A 


NPRT 


rrl "^l '^ftP 
y X o J. ^ o o 


BLAST score 


188 


E value 


4.0e-14 


Match length 


87 


% identity 


56 


NCBI Description 


OXYGEN-EVOLVING ENHANCER PROTEIN 



[Cichorium intybus] 



1 PRECURSOR (OEEl) (33 KD 
SUBUNIT OF OXYGEN EVOLVING SYSTEM OF PHOTOS YSTEM II) (33 KD 

THYLAKOID MEMBRANE PROTEIN) >gi_100831__pir S16260 

photosystem II oxygen-evolving complex protein 1 - common 
wheat X Sanduri wheat >gi_21844_emb_CAA40670_ {X57408) 
33kDa oxygen evolving protein of photosystem II [Triticum 
aestivum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401244 

LIB3431-041-P2-K1-E6 

BLASTX 

g3075488 

426 

2.0e-51 

126 

84 

(AF058796) chlorophyll a/b-binding protein [Oryza sativa] 



401245 

LIB3431-041-P2-K1-E7 

BLASTN 

g3885887 

355 

O.Oe+00 

363 

100 

Oryza sativa high mobility group protein 
complete cds 



(HMG) mRNA, 



Seq. No. 



401246 



51446 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3431-041-P2-K1-E8 

BLASTX 

g3386621 

511 

7.0e-52 
117 
85 

(AC004665) 



unknown protein [Arabidopsis thaliana] 



401247 

LIB3431-041-P2-K1-E9 

BLASTX 

g3980400 

487 

5.0e-49 

166 

58 

(AC004561) putative tropinone reductase [Arabidopsis 
thaliana] 

401248 

LIB3431-041-P2-K1-F1 

BLASTX 

g3377797 

295 

l.Oe-26 

116 

53 

(AF075597) Similar to 60S ribosome protein L19; coded for 
by A. thaliana cDNA T04719; coded for by A. thaliana cDNA 
H36046; coded for by A. thaliana cDNA T44067; coded for by 
A. thaliana cDNA T14056; coded for by A. thaliana cDNA 
R90691 [Ara 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401249 

LIB3431-041-P2-K1-F11 

BLASTN 

g2072554 

307 

l.Oe-172 

319 

99 

Oryza sativa metallothionein-like protein mRNA, complete 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 



401250 

LIB3431-041-P2-K1-F12 

BLASTX 

gl835731 

537 

7.0e-55 

114 

90 

(U86018) photosystem II 10 kDa polypeptide [Oryza sativa] 
401251 

LIB3431-041-P2-K1-F2 



51447 



o 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gl31225 

386 

l.Oe-37 

83 
90 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT XI PRECURSOR (SUBUNIT 

V) (PSI-L) >gi_100605_pir ^A39759 photosystem I 18K protein 

precursor - barley >gi__167087 (M61146) photosystem I 
hydrophobic protein [Hordeum vulgare] 



Seq. No. 


/I n 1 o c o 


Seq. ID 


TTD'3y1tn n /I 1 "DO— .W1_l?y1 

JjlrS J4 Jl-U4i — rZ-J\l — r 4 


Method 


BLASTX 


NCBI GI 


g2660677 


BLAST score 


418 


E value 


4 . Oe-41 


Match length 


124 


% identity 


62 


NCBI Description 


(AC002342) unknown protein 


Seq. No. 


401253 


Seq. ID 


LIB34 31-04 1-P2-K1-F5 


Method 


BLASTN 


NCBI GI 


g2293567 


BLAST score 


165 


E value 


6.0e-88 


Match length 


197 


% identity 


96 


NCBI Description 


Oryza sativa HvB12D homolog 


Seq. No. 


401254 


Seq. ID 


LIB3431-041-P2-K1-F6 


Method 


BLASTN 


NCBI GI 


g3821780 


BLAST score 


36 


E value 


8.0e-ll 


Match length 


36 


% identity 


100 


NCBI Description 


Xenopus laevis cDNA clone 2' 


Seq. No. 


401255 


Seq. ID 


LIB3431-041-P2-K1-F7 


Method 


BLASTX 


NCBI GI 


g2980805 


BLAST score 


596 


E value 


8.0e-62 


Match length 


145 


% identity 


77 


NCBI Description 


(AL022197) putative protein 


Seq. No. 


401256 


Seq. ID 


LIB3431-041-P2-K1-F8 


Method 


BLASTX 


NCBI GI 


g4007792 


BLAST score 


316 


E value 


6.0e-29 



51448 



Match length 

% identity 

NCBI Description 



148 
43 

(AL034463) Xenopus 14s cohesin smcl subunit homolog 
[Schizosaccharomyces pomfoe] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



401257 

LIB3431-041-P2-K1-F9 

BLASTX 

gl084455 

565 

3.0e-58 

125 

86 

peptidyiprolyl isomerase (EC 5.2.1.8) Cyp2 - rice 
>gi_600767 (L29469) cyclophilin 2 [Oryza sativa] 

401258 

LIB3431-041-P2-K1-G11 

BLASTX 

gll68537 

532 

2.0e-54 

125 

75 

ASPARTIC PROTEINASE PRECURSOR >gi__82458_pir JS0732^ 

aspartic proteinase (EC 3.4.23.-) - rice 
>gi_218143_dbj_BAA02242_ {D12777) aspartic proteinase 
[Oryza sativa] 

401259 

LIB3431-041-P2-K1-G12 

BLASTX 

g82080 

154 

3.0e-10 

57 
56 

chlorophyll a/b-binding protein type III precursor - tomato 

>gi_226872_prf 1609235A chlorophyll a/b binding protein 

[Lycopersicon esculentum] 

401260 

LIB3431-041-P2-K1-G7 

BLASTX 

g2293480 

228 

4.0e-19 

51 
86 

(AFQ11331) glycine-rich protein [Oryza sativa] 
401261 

LIB3431-041-P2-K1-G8 

BLASTN 

g3819215 

49 

3.0e-18 



51449 



o 



Matcn lengtn 






% identity 






XT "O "T T\ ^ ^ ^ — •y-^ 4* n r*^ 

jNUbi uescriprion 


norQeuin vuxyare partial nirviNri/ 




Seq. No. 


401Z62 




beq. lU 


Lib J4 Ol — U4 l"~rZ— J\l — Liy 




Method 


TIT 7\ omv 

BLASTX 




Nv^riJ. ol 






BLAST score 


428 




E value 


4.0e-42 




Match length 


123 




% identity 


70 




NCBI Description 


FERREDOXIN III PRECURSOR (FD 


III) >gi_168473 



(M73831) 

ferredoxin [Zea mays] >gi_18 64 00 l_dbj_BAAl 925 1_ (AB001387) 

Fd III [Zea mays] >gi_44468 6_prf 1907324C 

ferredoxin :ISOTYPE=^III [Zea mays] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401263 

LIB3431-041-P2-K1-H1 

BLASTN 

g2570510 

102 

2,0e-50 

149 

92 

Oryza sativa chlorophyll a-b binding protein mRNA^ complete 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401264 

LIB3431-041-P2-K1-H10 

BLASTX 

g542200 

143 

7.0e-09 

55 

53 

hypothetical protein - garden asparagus 
>gi_452714_emb__CAA54526_ (X77320) unknown 
officinalis] 



[Asparagus 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401265 

LIB3431-041-P2-K1-H3 

BLASTX 

gl32105 

682 

6.0e-72 

148 

88 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538__ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 [AF017364) 
ribuiose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribuiose bisphosphate 

carboxylase S [Oryza sativa] 



51450 



o 



o8q» INO . 


^ UIZ D D 




T TR'^il'^l —0/11 — P9— Kl —1^7 


Method 


BLASTN 


NCBI GI 


g5410347 


rJiiAbi score 


yu 


E value 


D . ue-4o 


Matcn lengLii 


Zoo 


% identity 




NCBI Description 


borgnum. oicoior tj/iL. cione iiuj\o, pamai sequence 


oeq. NO, 


4 U IZ 0 / 




±j±D040X VJ -L Ir^ ixX nO 


Method 


BLASTX 


NCBI GI 


g3126854 


oLi/io i score 




E value 


z , Ue-oo 


Match length 


1 O 0 
IZZ 


^ Identity 




NCBI Description 


(ArUolo/ /} cnioropnyii a/D oinaing prouem [uryza 


beq* WO. 


4U1Z0O 


beg. xu 


1i1Jd04 01 U4lZ rl J\l /il 


Method 


rSLiAb iA 


NCBI GI 


g2407281 


BLAST score 


662 


E value 


1 . ue-by 


Match length 


129 


% identity 


95 


NCBI Description 


(AF017363) ribulose 1, 5-bisphosphate carboxylase , 




subunit [Oryza sativa] 


Crti-» "Kin 

beg. No. 


4Ulz by 


beg. iJj 


111 D J 4^1U4Z r 1 — rvl — AZ 


Method 


BLASTX 


NCBI GI 


g4733937 


BLAST score 


343 


E value 


3 . 0e-3z 


Match length 


14z 


% identity 


A 

4 0 


NCBI Description 


(AF080245) sesguiterpene synthase [Elaeis oleifer. 


beg. NO. 


/I m o 1 n 
4UiZ / U 


beg. iu 


Llr304Jl — U4 Z — rl — J\1-Aj 


Method 


BLASTX 


NCBI GI 


giloiu/y 


BLAST score 


620 


E value 


l*0e-64 


Match length 


141 


% identity 


84 


NCBI Description 


MALATE DEHYDROGENASE, GLYOXYSOMAL PRECURSOR 


>gi_1375075_dbj_BAA12870.1_ (D85763) glyoxysomal i 




dehydrogenase [Oryza sativa] 


Seg. No. 


401271 


Seg. ID 


LIB3431-042-P1-K1-A4 


Method 


BLASTX 



51451 



o 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl261917 
318 

3.0e-29 

98 

59 

(X96979) lipid transfer protein 7a2b [Hordeum vulgare] 



oeq- iNO . 




beg. lu 


TT'D'3/1'31 AylO Til 7\ C 


Method 






gzizyoUo 


BLAST score 




sL va±u.e 


1 • ue ox 


riaL.cn xengun 


XoO 


% identity 


81 


NCBI Description 


GTP-binding protein, 68K - Arabidopsis thaliana >gi_ 




\LooDi4j Cjir-Dxnaxng prorexn [AraDxaopsxs rnaxxanaj 


Seq. No. 


4Ulz / 3 


Seq. ID 


LIB3431-042-P1-K1-A8 


Method 


BLASTX 


NCBI GI 


g6056199 


BLAST score 


zol 


E value 


D . ue— ZD 


Match length 


lie 
1X0 


% identity 


46 


NCBI Description 


{AC009400) unknown protein [Arabidopsis thaliana] 


Seq, No. 


401274 


Seq. ID 


LIB3431-042-P1-K1-A9 


Method 


BLASTX 


NCBI GI 


g347451 


BLAST score 


255 


E value 


D , ue-zz 


Match length 


Q Q 






NCBI Description 


{L22155) ribulose 1, 5-bisphosphate carboxylase [Ory: 




sativa] 


Seq. No. 


401275 


Seq, ID 


LIB3431-042-P1-K1-B1 


Method 


BLASTX 


NCBI GI 


g4972067 


BLAST score 


247 


E value 


6.0e-21 


Match length 


106 


% identity 


51 


NCBI Description 


{AL0784 67) putative protei [Arabidopsis thaliana] 



Seq. No. 401276 

Seq. ID LIB3431-042-P1-K1-B11 

Method BLASTN 

NCBI GI g4959460 

BLAST score 36 

E value l.Oe-10 

Match length 36 

% identity 100 



51452 



NCBI Description Zea mays RACE small GTP binding protein mRNA, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401277 

LIB3431-042-P1-K1-B12 

BLASTX 

g729135 

584 

2.0e-60 

144 
76 

CAFFEIC ACID 3-0-METHYLTRANSFERASE 
(S-ADENOSYSL-L-METHIONINE:CAFFEIC ACID 

3-0-METHYLTRANSFERASE) (COMT) >gi__283034_pir S28 612 

catechol 0-methyltransf erase (EC 2.1.1.6) - maize 
>gi_168532 (M73235) 0-methyltransf erase [Zea mays] 

401278 

LIB3431-042-P1-K1-B3 

BLASTX 

g5733882 

299 

5.0e-27 

136 
52 

{AC007932) Similar to gb_Y12465 serine/threonine , kinase 
from Sorghum bicolor and contains a PF_00069 Eukaryotic 
protein kinase domain. [Arabidopsis thaliana] 



Seq. No, 


401279 


Seq. ID 


LIB3431-042-P1-K1-B4 


Method 


BLASTX 


NCBI GI 


g2065017 


BLAST score 


290 


E value 


5.0e-26 


Match length 


115 


% identity 


46 


NCBI Description 


(Y09822) hypothetical protein [Arabi( 


Seq. No. 


401280 


Seq. ID 


LIB3431-042-P1-K1-B5 


Method 


BLASTX 


NCBI GI 


g871931 


BLAST score 


416 


E value 


9.0e-41 


Match length 


111 


% identity 


78 


NCBI Description 


(D30763) ferredoxin [Oryza sativa] 


Seq. No. 


401281 


Seq. ID 


LIB3431-042-P1-K1-B6 


Method 


BLASTX 


NCBI GI 


gl33936 


BLAST score 


221 


E value 


6.0e-18 


Match length 


70 


% identity 


67 


NCBI Description 


CHLOROPLAST 30S RIBOSOMAL PROTEIN S3 



51453 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



ribosomal protein S3 - rice chloroplast 
>gi_12025_einb_CAA33934_ {X15901) ribosomal protein S3 

[Oryza sativa] >gi_226646_prf 1603356BW ribosomal protein 

S3 [Oryza sativa] 

401282 

LIB3431-042-P1-K1-B9 

BLASTN 

g2286152 

53 

8.0e-21 

73 

93 

Zea mays cytoplasmic malate dehydrogenase mRNA, complete 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
. E value 
Match length 
% identity 
NCBI Description 

Seq. No. 
Seq. ID 



401283 

LIB3431-042-P1-K1-C10 

BLASTX 

g2754849 

574 

3.0e-59 

124 

89 

(AF039000) putative serine-glyoxylate aminotransferase 
[Fritillaria agrestis] 

401284 

LIB3431-042-P1-K1-C11 

BLASTX 

gl32105 

525 

l.Oe-53 

115 

86 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 

401285 

LIB3431-042-P1-K1-C2 

BLASTX 

g4567284 

162 

5.0e-ll 

51 
63 

(AC006841) unknown protein [Arabidopsis thaliana] 
401286 

LIB3431-042-P1-K1-C4 



51454 



o 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gl483563 

676 

3.0e-71 

139 

91 

{X99825) 



leucine aminopeptidase [Petroselinum crispiom] 



401287 

LIB3431-042-P1-K1-C5 

BLASTX 

gl32105 

546 

5.0e-56 

129 

82 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208__dbj_BAA00538__ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 

401288 

LIB3431-042-P1-K1-C6 

BLASTX 

g3915131 

613 

7.0e-64 

119 

100 

THIOREDOXIN H-TYPE (TRX-H) (PHLOEM SAP 13 KD PROTEIN-1) 
>gi_426442_dbj_BAA04864_ (D21836) thioredoxin h [Oryza 
sativa] >gi_454882_dbj_BAA05546__ (D26547) rice thioredoxin 
h [Oryza sativa] >gi_1930072 (U92541) thioredoxin h [Oryza 
sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



401289 

LIB3431-042-P1-K1-C7 

BLASTX 

g417260 

412 

2.0e-40 

126 

66 

LIGHT REGULATED PROTEIN PRECURSOR >gi_422003__pir ^833632 

lirl protein - rice >gi_20263__emb_CAA48706__ (X68807) 
light-regulated gene [Oryza sativa] 

401290 

LIB3431-042-P1-K1-C8 

BLASTX 

g4079798 

335 



51455 



II 



E value 
Match length 
% identity 
NCBI Description 



3.0e-31 

111 

62 

(AF052203) 
sativa] 



23 kDa polypeptide of photosystem II [Oryza 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No* 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



401291 

LIB3431-042-P1-K1-C9 

BLASTX 

g2911068 

199 

2.0e-15 

43 

79 

(AL021960) GlO-like protein [Arabidopsis thaliana] 



401292 

LIB3431-042-P1-K1-D12 

BLASTX 

g3228 67 

520 

5.0e-53 

135 

75 

translation initiation factor elF- 
p82 - wheat 



4F isozyme form subunit 



401293 

LIB3431-042-P1-K1-D3 

BLASTX 

g3914603 

287 

l.Oe-25 

134 

51 

RIBULOSE BISPHOSPHATE CARBOXYLASE /OXYGENASE ACTIVASE, 
CHLOROPLAST PRECURSOR (RUBISCO ACTIVASE) >gi_1778414 
{U74321) ribulose-1, 5-bisphosphate carboxylase/oxygenase 
activase [Oryza sativa] 

401294 

LIB3431-G42-P1-K1-D4 

BLASTX 

g733454 

503 

6.0e-51 

118 

81 

{U23188) chlorophyll a/b-binding apoprotein CP26 precursor 
[Zea mays] 

401295 

LIB3431-042-P1-K1-D6 

BLASTX 

g3913018 

740 

9.0e-79 



51456 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



O 

143 
99 

FRUCTOSE-BISPHOSPHATE ALDOLASE, CHLOROPLAST PRECURSOR 
(ALDP) >gi_218155_dbj_BAA02730_ (D13513) chloroplastic 
aldolase [Oryza sativa] 

401296 

LIB3431-042-P1-K1-D7 
BLASTX 
g320618 
565 

3.0e-58 
124 
86 

chlorophyll a/b-binding protein I 
>gi_218172_dbj_BAA00536_ (D00641) 
chlorophyll a/b-binding protein [Oryza sativa] 

>gi_227611_prf 1707316A chlorophyll a/b binding protein 1 

[Oryza sativa] 



precursor - rice 

type I light-harvesting 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



precursor - rxce 

type I light-harvesting 



401297 

LIB3431-042-P1-K1-D8 
BLASTX 
g320618 
652 

2.0e-68 
122 
99 

chlorophyll a/b-binding protein I 
>gi_218172_dbj_BAA00536_ {D00641) 
chlorophyll a/b-binding protein [Oryza sativa] 

>gi_227611_prf 1707316A chlorophyll a/b binding protein 1 

[Oryza sativa] 

401298 

L1B3431-042-P1-K1-D9 

BLASTX 

g320618 

536 

7.0e-55 

118 

86 

chlorophyll a/b-binding protein I 
>gi_218172_dbj_BAA00536_ {D00641) 
chlorophyll a/b-binding protein [Oryza sativa] 

>gi_227611_prf 1707316A chlorophyll a/b binding protein 1 

[Oryza sativa] 



precursor - rice 

type I light-harvesting 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401299 

LIB3431-042-P1-K1-E1 

BLASTN 

g6016845 

89 

3.0e-42 

146 

92 

Oryza sativa genomic DNA, chromosome 1, clone : P0711E10 



51457 



o 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No, 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401300 

LIB3431-042-P1-K1-E2 
BLASTX 
gl00796 
712 

2.0e-75 
143 
93 

phosphoribulokinase (EC 2.7.1.19) - wheat 
401301 

LIB3431-042-P1-K1-E3 
BLASTN 
g902200 
296 

l,0e-166 

388 
49 

Z.mays complete chloroplast genome 
401302 

LIB3431-042-P1-K1-E5 
BLASTX 
g320618 
472 

2.0e-47 
105 
85 

chlorophyll a/b-binding protein I 
>gi_218172_dbj_BAA00536_ (D00641) 
chlorophyll a/b-binding protein [Oryza sativa] 

>gi_227611_prf 1707316A chlorophyll a/b binding protein 1 

[Oryza sativa] 



precursor - rice 

type I light-harvesting 



Seq. No. 


401303 


Seq. ID 


LIB3431-042-P1-K1-E6 


Method 


BLASTX 


NCBI GI 


g3582335 


BLAST score 


728 


E value 


2.0e-77 


Match length 


141 


% identity 


92 


NCBI Description 


{AC0054 96) unknown protein 


Seq. No. 


401304 


Seq. ID 


LIB3431-042-P1-K1-E7 


Method 


BLASTN 


NCBI GI 


g2072724 


BLAST score 


384 


E value 


O.Oe+00 


Match length 


403 


% identity 


99 


NCBI Description 


0. sativa mRNA for Fd-GOGAT, 


Seq. No. 


401305 


Seq. ID 


LIB3431-042-P1-K1-E8 



51458 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gl32105 

657 

5.0e-69 

140 

89 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1,1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 



Seq. No. 401306 

Seq. ID LIB3431-042-P1-K1-E9 

Method BLASTX 

NCBI GI g2570515 

BLAST score 640 

E value 5.0e-67 

Match length 134 

% identity 96 

NCBI Description (AF022740) glycolate oxidase [Oryza sativa] 

Seq. No. 401307 

Seq. ID LIB3431-042-P1-K1-F1 

Method BLASTX 

NCBI GI gl32105 

BLAST score 677 

E value 2.0e-71 

Match length 132 

% identity 95 



NCBI Description RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

{RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi__2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 

401308 

LIB3431-042-P1-K1-F10 
BLASTX 
g82080 
432 

l,0e-42 
122 
68 

chlorophyll a/b-binding protein type III precursor - tomato 

>gi_226872_prf 1609235A chlorophyll a/b binding protein 

[Lycopersicon esculentum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 401309 

51459 



o 



oecj. ±U 


J-iXijOrz^X U r± ^ IT i IVJ. T J. J. 


Methoci 


■RT ZlQT^Kr 




gz 4t u / z 0 u 


BLAST score 


44 


E value 


4,0e-16 


Matcn lengtn 


00 


% identity 


Q R 


NCBI Description 


uryza sanva rxDU±ose 1,0 D-Lspnospnatt 






Seq. No. 




oe<5- -Li-* 








NCBI GI 


g6015437 


BLAST score 


36 


Hi vaxue 




Match length 




% identity 


lUU 


jnCdI uescripLion 


noiuo sapiens riiiAi lUKiNii/ coinpiei-e cus 


Seq. No. 


4Uloli 


beq. xu 


Lilno4i Jl — U4tz — irX— ivl — r 0 


Method 




NCBI GI 


g3868756 


BLAST score 


699 


E value 


3 . ue— / 4 


Match lengtn 


loo 


% identity 




NCBI Description 


(UoDDiij cataiase [uryza sanvaj 


Seq. No, 


401312 


beq. IJJ 


T XTa'5 / "^1 —0/19 — Dl —XCi — T'? 


Method 


BLAb i A 




y *dt o u vj o 


BLAST score 


372 


E value 


l.Oe-35 


Match length 


113 


% identity 


69 


NCBI Description 


PHOTOSYSTEM I REACTION CENTRE SUBUNIT 



II PRECURSOR 
{PHOTOSYSTEM I 20 KD SUBUNIT) (PSI-D) 

>gi_478404_pir JQ2247 photosystem I chain D precursor - 

barley >gi__167085 (M98254) PSI-D subunit [Hordeum vulgare] 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401313 

LIB3431-042-P1-K1-G1 

BLASTX 

gl353352 

197 

4.0e-15 

54 

72 

(U31975) alanine aminotransferase [Chlamydoitionas 
reinhardtii] 



Seq. No- 
Seq. ID 
Method 



401314 

LIB3431-042-P1-K1-G10 
BLASTX 



51460 





go / 0 ^ 


BLAST score 


667 


E value 


3.0e-70 


Match length 


lz4 


% identity 


1 nn 

lUU 


NCBI Description 


tAcuy4//D; cnioropnyxi a/D~Dinaing prorem precursor [uryza 




sat iva] 


beg, NO. 




oeq. IJJ 


ij 1 DO 4 -3 1 — U 4i ^ — ir 1 ""l\x 1 


Method 




NCBI GI 


g5803242 


BLAST score 


86 


E value 


z . ue— 4U 


MaLCn lengtn 


lo / 


% identity 




iNUo± uescnpLion 


uryza samva genoitnc uLNri^ cnxoniosoiLic D/ oxuiic? , iruoooouri 


Seq. No. 


/I m o 1 

401o1d 


beq. iU 


lilD0 4 ol — U4z — Fl— l\x~blZ 


Method 


"DT 7\ OTTV 
Dliilb i A 


NCBI GI 


gll73347 


BLAST score 


711 


E value 


z , Ue- /o 


Match length 


1/1 
141 


% identity 


y4 


NCBI Description 


SEDOHEPTULOSE-1,7-BISPHOSPHATASE, CHLOROPLAST PRECURSOR 




(SEDOHEPTULOSE-BISPHOSPHATASE) (SBPASE) (SED (1, 7 ) P2ASE) 




>gi lUUoUo pir bzo4oz seaoneptulose-Dispnospnarase (hiU 




0,1,0.0/ J precursor - wneat >gi 14^ oo eiuo uBii4Dou/ 




(X65540) sedoheptulose-1, 7-bisphosphatase [Triticum 




aestivuin] 


Seq. No. 


40131 / 


beq. ID 


Llrso4ol — U4^— r 1— J\l— (j^ 


AA^^ -l— V\ 


JDliiiO 1 A 


NUnl bl 


gi / Uo4Z4 


BLAST score 


408 


E value 


8.0e-40 


Jxiatcn lengun 


lli^ 


% identity 


65 


NCBI Description 


ISOFLAVONE REDUCTASE HOMOLOG >gi 1230614 (U48590) 




isoflavone reductase^like protein [Lupinus albus] 


Seq. No. 


401318 


beq. IJJ 


LIB o 4 ol - U 4 ^ — F X — Jtvl -bo 




i3XlH.O i iN 


NCBI GI 


gl658312 


BLAST score 


104 


E value 


o . ue-oi 


Match length 


104 


% identity 


50 


NCBI Description 


O.sativa osr40g2 gene 


Seq, No. 


401319 


Seq. ID 


LIB3431-042-P1-K1-G4 


Method 


BLASTX 



51461 



o 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl32105 
632 

4.0e-66 

135 

88 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

{RUBISCO SMALL SUBUNIT C) >gi__68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208__dbj__BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375__prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 



Seq. No. 


401320 


Seq. ID 


LIB3431-042-P1-K1-G5 


Method 


BLASTX 


NCBI GI 


g3426051 


BLAST score 


577 


E value 


l.Oe-59 


Match length 


135 


%. identity 


84 


NCBI Description 


(AC0G5168) hypothetical protein 


Seq. No. 


401321 


Seq, ID 


LIB3431-042-P1-K1-G6 


Method 


BLASTX 


NCBI GI 


g3915096 


BLAST score 


507 


E value 


6.0e-58 


Match length 


137 


% identity 


85 


NCBI Description 


TRANS-CINNAMATE 4-MONOOXYGENASE 



(CINNAMIC ACID 

4 -HYDROXYLASE) (CA4H) (C4H) (P450C4H) (CYTOCHROME P450 73) 
>gi_1574976 (U47293) trans-cinnamate 4-hydroxylase [Populus 
tremuloides] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401322 

LIB3431-042-P1-K1-G8 

BLASTX 

gl617197 

304 

l.Oe-27 

76 

76 

(Z72488) CP12 [Nicotiana tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401323 

LIB3431-042-P1-K1-G9 

BLASTX 

g2190992 

301 

3.0e-27 

117 

51 

(AF004358) glutathione S-transf erase TSI-1 [Aegilops 



51462 



o 



tauschii] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401324 

LIB3431-042-P1-K1-H1 
BLASTX 
gl28191 
480 

3,0e-48 
134 
77 

NITRATE REDUCTASE [NAD(P)H] 
reductase (NAD{P)H) (EC 1.6 
>gi__19065_emb__CAA42739_ (X60173) nitrate reductase 
(NAD{P)H) [Hordeum vulgare] 



>gi_66210_pir_ 
.6.2) - barley 



RDBHNP nitrate 



Seq, No. 401325 

Seq. ID LIB3431-042-P1-K1-H10 

Method BLASTX 

NCBI GI g3789954 

BLAST score 615 

E value 4.0e-64 

Match length 115 

% identity 99 

NCBI Description (AF094776) chlorophyll a/b-binding protein precursor [Oryza 
sativa] 

Seq. No. 401326 

Seq. ID LIB3431-042-P1-K1-H12 

Method BLASTX 

NCBI GI gll73347 

BLAST score 201 

E value l.Oe-15 

Match length 66 

% identity 64 



NCBI Description SEDOHEPTULOSE-1, 7-BISPHOSPHATASE, CHLOROPLAST PRECURSOR 
(SEDOHEPTULOSE-BISPHOSPHATASE) (SBPASE) (SED { 1, 7 ) P2ASE) 

>gi_100803_pir S23452 sedoheptulose-bisphosphatase (EC 

3.1.3.37) precursor - wheat >gi_142 65_emb_CAA4 6507_ 
{X65540) sedoheptulose-1, 7-bisphosphatase [Triticum 
aestivum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401327 

LIB3431-042-P1-K1-H2 

BLASTX 

g6093778 

370 

2.0e-35 

103 

75 

PROTEASOME COMPONENT C3 (MACROPAIN SUBUNIT C3) 
(MULTICATALYTIC ENDOPEPTIDASE COMPLEX SUBUNIT C3) 
>gi_251157 4__emb_CAA73619.1_ (Y13176) multi catalytic 
endopeptidase [Arabidopsis thaliana] >gi_3421075 (AF043520) 
2 OS proteasome subunit PABl [Arabidopsis thaliana] 
>gi_4 966368_gb__AAD34699.1__ACG06341_27 (AC006341) Identical 
to gb_Y13176 Arabidopsis thaliana mRNA for proteasome 
subunit prc3. ESTs gb_H36972, gb_T22551 and gb_T13800 come 



51463 



o 



from this gene 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401328 

LIB3431-042-P1-K1-H3 

BLASTX 

g3420052 

485 

8.0e-51 

137 

77 

{AC004680) putative ubiqinone reductase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401329 

LIB3431-042-P1-K1-H4 

BLASTX 

g3288821 

666 

4.0e-70 

138 

90 

(AF063901) alanine : glyoxylate aminotransferase; 
transaminase [Arabidopsis thaliana] 
>gi_4733989_gb_AAD28669.1_AC007209_5 (AC007209) 
alanine-glyoxylate aminotransferase [Arabidopsis thaliana] 

401330 

LIB3431-042-P1-K1-H5 

BLASTX 

g82080 

455 

2.0e-45 

131 

67 

chlorophyll a/b-binding protein type III precursor - tomato 

>gi_226872_prf 1609235A chlorophyll a/b binding protein 

[Lycopersicon esculentum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq, ID 
Method 
NCBI GI 
BLAST score 



401331 

LIB3431-042-P1-K1-H6 

BLASTX 

gll5815 

275 

l.Oe-24 

57 

91 

CHLOROPHYLL A-B BINDING PROTEIN M9 PRECURSOR (LHCII TYPE I 

CAB-M9) (LHCP) >gi_1008 66_pir S13098 chlorophyll 

a/b-binding protein precursor - maize 
>gi_22355_emb_CAA3937 6_ (X55892) light -harvesting 
chlorophyll a/b binding protein [Zea mays] 

401332 

LIB3431-042-P1-K1-H7 

BLASTX 

g3914466 

366 



51464 



o 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



5.0e-35 

67 

97 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT PSAN PRECURSOR 
(PSI-N) >gi_2981214 (AF052429) photosystem I complex PsaN 
subunit precursor [Zea mays] 



401333 

LIB3431-042-P1-K1-H9 

BLASTN 

g3885887 

371 

O.Oe+00 

378 

100 

Oryza sativa high mobility group protein 
complete cds 



(HMG) mRNA, 



401334 

LIB3431-042-P1-N1-A3 

BLASTX 

g3183079 

210 

l.Oe-16 

58 

74 

MALATE DEHYDROGENASE, GLYOXYSOMAL PRECURSOR 
>gi_1375075__dbj_BAA12870.1__ {D85763) glyoxysomal malate 
dehydrogenase [Oryza sativa] 

401335 

LIB3431-042-P1-N1-A4 

BLASTX 

gl071925 

194 

9.0e-15 

51 
65 

Cw-19 peptide, non specific lipid transfer protein, 
precursor - barley >gi_510528_emb_CAA48623_ (X68656) Cw-19 
peptide, non specific lipid transfer protein [Hordeum 
vulgar e] 

401336 

LIB3431-042-P1-N1-A5 

BLASTX 

g2129825 

391 

l.Oe-37 

93 

83 

dynamin-like protein phragmoplastin 12 - soybean 
>gi_1217994 (U25547) SDL [Glycine max] 

401337 

LIB3431-042-P1-N1-A8 
BLASTX 



51465 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g6056199 
149 

2.0e-09 

80 

39 

{AC009400) 



unknown protein [Arabidopsis thaliana] 



401338 

LIB3431-042-P1-N1-B1 

BLASTX 

g4972067 

195 

2.0e-15 

107 

50 

(AL078467) putative protei [Arabidopsis thaliana] 
401339 

LIB3431-042-P1-N1-B12 

BLASTX 

g729135 

315 

7.0e-29 

74 

78 

CAFFEIC ACID 3-0-METHYLTRANSFERASE 
(S-ADENOSYSL-L-METHIONINE:CAFFEIC ACID 

3-0-METHYLTRANSFERASE) (COMT) >gi_283034__pir S28612 

catechol 0-methyltransf erase (EC 2.1.1.6) - maize 
>gi 168532 {M73235) O-methyltransf erase [Zea mays] 



Seq. No. 


401340 


Seq. ID 


LIB3431-042-P1-N1-B3 


Method 


BLASTX 


NCBI GI 


g3158476 


BLAST score 


270 


E value 


2.0e-23 


Match length 


65 


% identity 


75 


NCBI Description 


(AF067185) aquaporin ; 


Seq. No. 


401341 


Seq. ID 


LIB3431-042-P1-N1-B4 


Method 


BLASTX 


NCBI GI 


g2065019 


BLAST score 


258 


E value 


3.0e-22 


Match length 


95 


% identity 


25 


NCBI Description 


(Y09823) hypothetical 



2 [Samanea saman] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



401342 

LIB3431-042-P1-N1-B5 

BLASTX 

g871931 

161 

8,0e-ll 



51466 



o 



Matcn lengtn 


A A 

44 


% laentity 


Id 


NCBI Dsscription 


(D30763) ferredoxin [Oryza sativa 


Seq. No. 


4{Jl-34 J 


beq. lu 


Llbo4 ol — U4 Z — r 1 — Ml — bo 


iYie tnoa. 


DliriO 1 LN 


NCBI GI 


gll957 


BLAST score 


368 


E value 


u . Ue+Uu 


Match lengtn 


4 92 


% identity 


95 


NCBI Description 


Rice complete chloroplast genome 


Seq. No. 


/I A 1 A A 

401 J44 


oeq. lu 


T Tn'5/'51 _A/0 — D1 —"Ml —HQ 


Method. 


TUT Zi QTV 




goi / OUU 


BLAST score 




E value 


4.0e-38 


Match length 


94 


% identity 


82 


NCBI Description 


(M87435) precursor of the oxygen < 




protein [Zea mays] >gi_444338_prf 




0E17 protein [Pisum sativum] 


Seq. No. 


401345 


Seq. ID 


LIB;54 J1-04Z-P1-N1-B9 


Method 


BLASTX 


NCBI GI 


« C 1 T C A A 

gol / ouU 


BLAST score 


4zl 


E value 


2.0e-41 


Match length 


112 


^ xaentity 


/o 


NCBI Description 


{M87435) precursor of the oxygen < 




protein [Zea mays] >gi 444338 prf 




0E17 protein [Pisum sativum] 


Seq. No. 


401346 


Seq. ID 


LIBo4 J1-04Z-P1-N1-C1 


Method 


"DT 7\ CTiV 


NCBI GI 


gl31225 


BLAST score 


311 


E value 


l.Oe-28 


Match length 


76 


% identity 


76 



_1906386A photosystem II 



_1906386A photosystem II 



NCBI Description 



PHOTOSYSTEM I REACTION CENTRE SUBUNIT XI PRECURSOR (SUBUNIT 

V) (PSI-L) >gi_100605_pir ^A39759 photosystem I 18K protein 

precursor - barley >gi_167087 (M61146) photosystem I 
hydrophobic protein [Horde urn vulgare] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



401347 

LIB3431-042-P1-N1-C10 

BLASTX 

g2754849 

394 

4.0e-38 



51467 



o 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



87 
86 

(AF039000) putative serine-glyoxylate aminotransferase 
[Fritillaria agrestis] 

401348 

LIB3431-042-P1-N1-C11 

BLASTX 

gl32105 

421 

3.0e-41 

76 

100 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68G94_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi__2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf^ 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 



Seq. No. 


401349 


Seq. ID 


LIB3431-042-P1-N1-C4 


Method 


BLASTX 


NCBI GI 


gl483563 


BLAST score 


265 


E value 


6.0e-23 


Match length 


53 


% identity 


92 


NCBI Description 


(X99825) leucine aminopeptidase [Petroselinum crispum] 


Seq, No. 


401350 


Seq. ID 


LIB3431-042-P1-N1-C5 


Method 


BLASTX 


NCBI GI 


g671740 


BLAST score 


227 


E value 


l.Oe-18 


Match length 


56 


% identity 


79 


NCBI Description 


(X84730) ribulose-bisphosphate carboxylase [synthetic 




construct] 


Seq. No, 


401351 


Seq. ID 


LIB3431-042-P1-N1-C6 


Method 


BLASTN 


NCBI GI 


g454881 


BLAST score 


207 


E value 


l.Oe-113 


Match length 


234 


% identity 


97 


NCBI Description 


Rice gene for thioredoxin h, complete cds 


Seq. No. 


401352 


Seq. ID 


LIB3431-042-P1-N1-C7 


Method 


BLASTX 



51468 



o 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq» No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



g417260 
406 

2.0e-39 

128 

65 

LIGHT REGULATED PROTEIN PRECURSOR >gi_422003_pir S 33 632 

lirl protein - rice >gi_20263_emb_CAA48706_ (X68807) 
light-regulated gene [Oryza sativa] 

401353 

LIB3431-042-P1-N1-C9 

BLASTN 

g4079797 

66 

l.Oe-28 

246 

81 

Oryza sativa 23 kDa polypeptide of phot osys tern II mRNA, 
complete cds 

401354 

LIB3431-042-P1-N1-D10 

BLASTX 

gl32105 

522 

4.0e-53 

94 
100 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375__prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 

401355 

LIB3431-042-P1-N1-D11 

BLASTX 

gll5787 

402 

5.0e-39 

77 

99 

CHLOROPHYLL A-B BINDING PROTEIN 2 PRECURSOR {LHCII TYPE I 

CAB-2) (LHCP) >gi_82461_pir S03706 chlorophyll a/b-binding 

protein 2R precursor - rice >gi_20182_emb_CAA32109_ 
(X13909) chlorophyll a/b-binding preprotein (AA -28 to 235) 
[Oryza sativa] 

401356 

LIB3431-042-P1-N1-D12 

BLASTN 

g452439 

68 



51469 



E value 
Match length 
% identity 
NCBI Description 



O 



l.Oe-29 

201 

87 

Wheat (clone p80k-34) initiation factor isozyme 4F p82 
subunit mRNA, complete cds 



beq. No. 


4UloO / 


Seq. ID 


LIBJ4 Jl-U4z-Pl-Nl-Do 


ixi© unoa 


PT ZIQTV 
Dljrio i A 


NGBI GI 


gz4u /z / y 


niiAbi score 


loo 


Hj va±u.e 


4 . Ue ± 41 


Lxiai-Cn xeng un 


AH 
4 U 






NCBI Description 


(AF017362) aldolase [Oryza sativa] 


Seq. No. 


401358 


Seq. ID 


LIB3431-042-P1-N1-D7 


Method 


BLASTX 


NCBI GI 


gll5787 


BLAST score 


417 


E value 


6.0e-41 ^ 


Match length 


79 


% identity 


100 


NCBI Description 


CHLOROPHYLL A-B BINDING PROTEIN 2 PRECURSOR 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



(LHCII TYPE I 

CAB-2) (LfiCP) >gi_82461_pir S03706 chlorophyll a/b-binding 

protein 2R precursor - rice >gi_20182__emb_CAA32109_ 
(X13909) chlorophyll a/b-binding preprotein (AA -28 to 235) 
[Oryza sativa] 

401359 

LIB3431-042-P1-N1-D8 

BLASTX 

g3036951 

341 

6.0e-32 

66 

98 

(AB012639) light harvesting chlorophyll a/b-binding protein 
[Nicotiana sylvestris] 

401360 

LIB3431-042-P1-N1-D9 

BLASTX 

g3036951 

334 

4.0e-31 

66 

97 

(AB012639) light harvesting chlorophyll a/b-binding protein 
[Nicotiana sylvestris] 

401361 

LIB3431-042-P1-N1-E10 

BLASTX 

g6041819 

220 



51470 



F. 1 1 ] p 


1 . Oe-17 




95 




47 


LN^-rOX j^t^O OJ- J.^ L.X Wli 


fAf^nnQQT ftl nnV"n OLjn iny'O'hciTn PAt^^V^tHooc!"! q "t~Vsa1 t ^n^al 

\.C\\^\J \J Z/ Z/ J.O } LLIX JVlivJ Wli ^XWL-OXll j^rrX dUX O X O UX1C1.XXCI.1J.CL J 


OoC^* INU. 


^UxoOZ 


Seq. ID 


T,TR'^4'^1 -04?- PI -KTI -F9 

XlXI^'.^'XwJX L^*!^ £X LNX 




BLASTX 


NCBI GI 


g21839 


BLAST score 


361 








74 






Krr^RT Flo^r'r"! Til" n on 


V^.'J / y -J ^ J ^iiu o^injx XjJ u.x*j JS-xiido lixxlxolull cioolxvlullj 


Q <a r*T \T/^ 
oeCJ. iNO. 


401 ^f.'^ 

ft U XO DO 


OCL^ • X JJ 


xixdj*±j>x irx lnx HjO 


Mpi" hoH 


RLASTX 


NCBI GI 


gll73275 


BLAST score 


653 


E value 


2.0e-68 


Match length 


147 


% identity 


91 


NCBI Description 


CHLOROPLAST 30S RIBOSOMAL PROTEIN S7 



>gi_2119068_pir S58630 ribosomal protein S7 - maize 

chloroplast >gi_902274_etnb_CAA60339_ (X86563) ribosomal 
protein S7 [Zea mays] >gi_902298_emb_CAA60362_ {X86563) 
ribosomal protein S7 [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401364 

LIB3431-042-P1-N1-E5 

BLASTX 

gll5787 

578 

l.Oe-59 

111 

100 

CHLOROPHYLL A-B BINDING PROTEIN 2 PRECURSOR (LHCII TYPE I 

CAB-2) (LHCP) >gi_82461_pir S03706 chlorophyll a/b-binding 

protein 2R precursor - rice >gi_20182_emb_CAA32109_ 
(X13909) chlorophyll a/b-binding preprotein (AA -28 to 235) 
[Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401365 

LIB3431-042-P1-N1-E6 

BLASTX 

g3582335 

191 

2.0e-14 

62 

60 

(AC0054 96) unknown protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



401366 

LIB3431-042-P1-N1-E7 

BLASTN 

g2072726 



51471 







BLAST score 


396 


E value 


O.Oe+00 


Match length 


455 


% identity 


97 


NCBI Description 


O.sativa mRNA for 




Fd-GOGAT, partial, clone OsGog2 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401367 

LIB3431-042-P1-N1-E8 

BLASTX 

g671740 

320 

l.Oe-29 

61 

98 

(X84730) ribulose-bisphosphate carboxylase [synthetic 
construct] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401368 

LIB3431-042-P1-N1-E9 

BLASTX 

gl32105 

326 

3.0e-30 

61 

100 

RIBULOSE BISPHGSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208__dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401369 

LIB3431-042-P1-N1-F1 

BLASTX 

g671740 

233 

3.0e-19 

47 

96 

(X84730) ribulose-bisphosphate carboxylase [synthetic 
construct] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401370 

LIB3431-042-P1-N1-F10 

BLASTX 

gll5813 

233 

2,0e-19 

53 
85 

CHLOROPHYLL A-B BINDING PROTEIN 8 PRECURSOR (LHCI TYPE III 
CAB-8) >gi_19182_emb_CAA33330_ (X15258) Type III 
chlorophyll a/b-binding protein [Lycopersicon esculentum] 



51472 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401371 

LIB3431-042-P1-N1-F11 

BLASTN 

g2407280 

44 

4,0e-16 

56 

95 

Oryza sativa ribulose 1, 5-bisphosphate carboxylase small 
subunit mRNA, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401372 

LIB3431-042-P1-N1-F12 

BLASTX 

g733456 

306 

6.0e-28 

67 

91 

(U23189) chlorophyll a/b-binding apoprotein CP26 precursor 
[Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401373 

LIB3431-042-P1-N1-F2 

BLASTX 

g548603 

204 

2.0e-16 

42 
93 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT II PRECURSOR 
{PHOTOSYSTEM I 20 KD SUBUNIT) (PSI-D) 

>gi_478404_pir JQ2247 photosystem I chain D precursor - 

barley >gi_167085 (M98254) PSI-D subunit [Hordeum vulgare] 



Seq. No. 


401374 


Seq, ID 


LIB34 31-042-P1-N1-F6 


Method 


BLASTX 


NCBI GI 


g3929924 


BLAST score 


298 


E value 


6.0e-27 


Match length 


56 


% identity 


100 


NCBI Description 


(AB020502) catalase [Oryza sativa] 


Seq. No. 


401375 


Seq. ID 


LIB3431-042-P1-N1-F7 


Method 


BLASTX 


NCBI GI 


g548603 


BLAST score 


562 


E value 


7.0e-58 


Match length 


110 


% identity 


97 


NCBI Description 


PHOTOSYSTEM I REACTION CENTRE SUBUNIT 



(PHOTOSYSTEM I 
>gi_478404_pir_ 



II PRECURSOR 
20 KD SUBUNIT) (PSI-D) 
JQ2247 photosystem I chain D precursor 



51473 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



O 



barley >gi_167085 {M98254) PSI-D subunit [Hordeum vulgare] 



401376 

LIB3431-042-P1-N1-G1 

BLASTX 

gl353352 

197 

4.0e-15 

54 

72 

(U31975) alanine aminotransferase 
reinhardtii] 



[ Ch 1 amydomona s 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401377 

LIB3431-042-P1-N1-G10 

BLASTX 

g3789954 

174 

2.0e-12 
31 
100 

(AF094776) 
sativa] 



chlorophyll a/b-binding protein precursor [Oryza 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401378 

LIB3431-042-P1-N1-G11 

BLASTN - 

g4680189 

84 

3.0e-39 

148 

23 

Oryza sativa subsp. indica putative dnaJ-like protein, 
putative myb-related protein, putative farnesyl 
pyrophosphate synthase, and hypothetical protein genes, 
complete cds 

401379 

LIB3431-042-P1-N1-G2 

BLASTX 

gl708424 

274 

4.0e-24 

92 

57 

ISOFLAVONE REDUCTASE HOMOLOG >gi_1230614 (U48590) 
isoflavone reductase-like protein [Lupinus albus] 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 
identity 



401380 

LIB3431-042-P1-N1-G3 

BLASTN 

gl658312 

100 

9.0e-49 

103 
50 



NCBI Description 0. sativa osr40g2 gene 



51474 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401381 

LIB3431-042-P1-N1-G4 

BLASTX 

gl32105 

295 

l.Oe-26 

57 

98 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4,1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 150825 6A ribulose bisphosphate 

carboxylase S [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401382 

LIB3431-042-P1-N1-G6 

BLASTX 

g3915088 

254 

9.0e-22 

75 ^ ' ^ 

63 

TRANS-CINNAMATE 4-MONOOXYGENASE (CINNAMIC ACID 
4 -HYDROXYLASE) (CA4H) (C4H) (P450C4H) (CYTOCHROME P450 73) 
>gi_903872 (L38898) trans-cinnamate 4-monooxygenase 
[Petroselinum crispum] 



Seq. No. 401383 

Seq. ID LIB3431-042-P1-N1-G8 

Method BLASTX 

NCBI GI gl617197 

BLAST score 276 

E value 3.0e-24 

Match length 71 

% identity 70 

NCBI Description (Z72488) CP12 [Nicotiana tabacum] 

Seq. No, 401384 

Seq. ID LIB3431-042-P1-N1-G9 

Method BLASTX 

NCBI GI gl617197 

BLAST score 189 

E value 3.0e-14 

Match length 39 

% identity 90 

NCBI Description (Z72488) CP12 [Nicotiana tabacum] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



401385 

LIB3431-042-P1-N1-H1 

BLASTX 

gl28191 

343 



51475 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



4.0e-32 

73 
88 

NITRATE REDUCTASE [NAD{P)H] >gi_66210_pir RDBHNP nitrate 

reductase {NAD{P)H) (EC 1.6.6.2) - barley 
>gi__19065_emb_CAA42739_ (X60173) nitrate reductase 
(NAD(P)H) [Hordeuia vulgar e] 

401386 

LIB3431-042-P1-N1-H10 

BLASTN 

g3789953 

68 

3.0e-30 

100 

92 

Oryza sativa chlorophyll a/b-binding protein precursor 
(Cab26) mRNA, nuclear gene encoding chloroplast protein, 
complete cds 

401387 

LIB3431-042-P1-N1-H12 

BLASTN 

g5852077 

179 

3.0e-96 

218 

96 

Oryza sativa indica{GLA4) genomic DNA, chromosome 4, BAC 
clone: b6015 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401388 

LIB3431-042-P1-N1-H2 

BLASTN 

gl69820 

90 

7.0e-43 

373 

82 

Oryza sativa triosephosphate isomerase (Rictpi) mRNA, 
complete cds 

401389 

LIB3431-042-P1-N1-H3 

BLASTX 

g5734585 

307 

5.0e-28 

82 

73 

{AJ245861) putative internal rotenone-insensitive NADH 
dehydrogenase [Solanum tuberosum] 



Seq. No, 
Seq. ID 
Method 
NCBI GI 



401390 

LIB3431-042-P1-N1-H7 

BLASTX 

g3914466 



51476 



o 



Dj-ifio i scuxe 


ODD 


E value 


5.0e-35 


Match length 


67 


% Identity 


Q'7 


NCbi uescnprion 


DUriTT^CVOTTTM T OTT ifi PT T AM PFMTPTT CirTRfTKITT' PQZiM PRTJTTTRQnR 


/'DCT_KT^ 9QQ1 01 A / ZiTTTl R 9 4 9 Q \ -nTn r^t■ Q'^rc;-!- ciam T r'/rnrnl v Pq;:^N[ 
^irol JNJ -^yx Zi70±Zl4 V ■"^■'^ -3 Z ft Z ; pilO CUoy o LcXll X UUiUpxcA rodiN 




oU.iJU.li XL. ^xcou.xoL.'x |_^cci mci^ O J 


beq* NO. 


*irUXoy X 


oecj. lU 


LiXDOrtOX UriO ITX XVX xaX 




■RT a QTV 




\^ X X VJ <J 


BLAST score 


735 


E value 


4,0e-78 


Match length 


156 


% identity 


90 


NCBI Description 


RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 



(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_db j_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401392 

LIB3431-043-P1-K1-A11 

BLASTX 

g3126854 

628 

l.Oe-65 

119 

99 

(AF061577) chlorophyll a/b binding protein [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401393 

LIB3431-043-P1-K1-A12 

BLASTN 

g3885887 

112 

2.0e-56 

143 

96 

Oryza sativa high mobility group protein 
complete cds 



(HMG) mRNA, 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401394 

LIB3431-043-P1-K1-A2 

BLASTX 

g3150410 

277 

2.0e-24 

96 

60 

(AC004165) unknown protein [Arabidopsis thaliana] 



51477 



o 



Seq. No. 


4U1 Jyo 




T Tia'^yi^i — Dl —1^1 — a "5 
LXo04ol U4l J rl i\i fij 


Method 


■DT 7\ OrpV 


NCBI GI 


gJUu4ooo 


BLAST score 


220 


E value 


l.Oe-17 


Match length 


164 


% identity 


12 


NCBI Description 


{AC003673) similar to salt inducible protein [Arabidopsis 




thaliana] 


Seq. No. 


>i n T o n 


Seq. ID 


Llbo4 Jl — U4 o — r 1— AO 


Metnoa 


"DT 7\ CrpM 
bliilb i JN 


NCBI GI 


g4959460 


BLAST score 


36 


E value 


1 • Ue-lu 


Match length 


36 


% identity 


100 


NCBI Description 


Zea itiays RACB small GTP binding protein mRNA/ complete cds 


Seq. No. 


401397 


Seq. ID 




Method 


BLASTX 


NCBI GI - 


gl25606 


BLAST score 


184 


E value 


2.Ge-13 


Match length 


59 


% identity 


61 


NCBI Description 


PYRUVATE KINASE, CYTOSOLIC ISOZYME >gi__lUU4 b J_pir biZZ4o 




pyruvate kinase {EC 2.7.1.40) - potato 




>gi 22576 erab CAA37727 (X536oo) pyruvate kinase [Solanum 




tuberosum] 


Seq. No. 


401398 


Seq. ID 


LIB3431-043-P1-K1-A8 


Method 


BLASTX 


NCBI GI 


g3551954 


BLAST score 


468 


E value 


8,0e-47 


Match length 


145 


% identity 


57 


NCBI Description 


{AF082030) senescence-associated protein 5 [Hemerocallis 




hybrid cultivar] 


Seq. No. 


401399 


Seq. ID 


LIB3431-043-P1-K1-A9 


Method 


BLASTX 


NCBI GI 


g2570499 


BLAST score 


191 


E value 


l.Oe-14 


Match length 


OO 


% identity 


100 


NCBI Description 


(AF022732) 23kDa polypeptide of photosystem II [Oryza 




sativa] 


Seq. No. 


401400 



51478 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3431-043- 
BLASTX 
gl32105 
690 

8.0e-73 

147 

89 

RIBULOSE 
(RUBISCO 



-Pl-Kl-BlO 



PRECURSOR 



CHAIN C 
_RKRZS9 

1.1.39) small chain 



BIS PHOSPHATE CARBOXYLASE SMALL 
SMALL SUBUNIT C) >gi__68094_pir 
ribulose-bisphosphate carboxylase (EC 4 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 

401401 

LIB3431-043-P1-K1-B11 

BLASTX 

g2499417 

499 

2.0e-50 

120 

78 

GLYCINE CLEAVAGE SYSTEM H PROTEIN PRECURSOR 

>gi_1085826_pir S49248 H-protein - Flaveria anomala 

>gi_547558_emb__CAA85761_ (Z37524) H-protein [Flaveria 
anomala] 

401402 

LIB3431-043-P1-K1-B2 

BLASTX 

g4079798 

537 

7.0e-55 

104 

100 

(AF052203) 23 kDa polypeptide of photosystem II [Oryza 
sativa] 



Seq. No- 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401403 

LIB3431-043-P1-K1-B3 

BLASTX 

gl32105 

584 

2.0e-60 

110 

97 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538__ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 
sativa] >gi_226375_prf 1508256A ribulose bisphosphate 



51479 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



O 



carboxylase S [Oryza sativa] 
401404 

LIB3431-043-P1-K1-B4 

BLASTX 

g3258238 

157 

2.0e-10 

108 
30 

{AP000007) 224aa long hypothetical protein 
horikoshii] 



[Pyrococcus 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401405 

LIB3431-043-P1-K1-B5 

BLASTX 

g2982453 

224 

3.0e-22 

72 

78 

(AL022223) f ructose-bisphosphate aldolase-like protein 
[Arabidopsis thaliana] 

401406 

LIB3431-043-P1-K1-B6 

BLASTX 

gl32105 

839 

3.0e-90 

175 
91 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_680 94_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208__dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 {AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 

401407 

LIB3431-043-P1-K1-B9 

BLASTX 

g732174 

531 

3.0e-54 

144 

67 

PUTATIVE PRE-MRNA SPLICING FACTOR ATP-DEPENDENT RNA 
HELICASE K03H1.2 >gi_3878176_emb_CAA82662 . 1_ (Z29560) 
similar to DEAH subfamily RNA helicases, especially yeast 
pre-mRNA splicing factors 22 and 16; cDNA EST EMBL:D27770 
comes from this gene; cDNA EST EMBL:D277 69 comes from this 
gene; cDNA EST EMBL:D36247 comes from thi . . . 
>gi_4249768_gb_AAD13795_ (AF120269) sex determination 



51480 



o 



protein MOG-1 [Caenorhabditis elegans] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401408 

LIB3431-043-P1-K1-C1 
BLASTX 
g320618 
521 

4.0e-53 
115 
86 

chlorophyll a/b-binding protein I 
>gi_218172_dbj__BAA00536_ (DG0641] 
chlorophyll a/b-binding protein [Oryza sativa] 

>gi_227611_prf 1707316A chlorophyll a/b binding protein 1 

[Oryza sativa] 



precursor - rice 

type I light-harvesting 



Seq* No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401409 

LIB3431-043-P1-K1-C10 

BLASTN 

g21832 

39 

l.Oe-12 

43 

98 

Wheat mRNA for chloroplast phosphoglycerate kinase 
2.7,2.3) 



(EC 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401410 

LIB3431-043-P1-K1-C12 

BLASTX 

g5360230 

1053 

l.Oe-115 

204 

96 

(AB015287) Ran [Oryza sativa] 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401411 

LIB3431-043-P1-K1-C2 

BLASTX 

gll5787 

489 

2.0e-49 

117 

85 

CHLOROPHYLL A-B BINDING PROTEIN 2 PRECURSOR (LHCII TYPE I 

CAB-2) (LHCP) >gi_824 61__pir S03706 chlorophyll a/b-binding 

protein 2R precursor - rice >gi_2Q182_ernb_CAA32109_ 
(X13909) chlorophyll a/b-binding preprotein (AA -28 to 235) 
[Oryza sativa] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



401412 

LIB3431-043-P1-K1-C4 

BLASTX 

g2072555 

175 

2.0e-12 



51481 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq* No. 
Seq. ID 
Method 
NCBI GI 



32 
100 

{AF001396) metallothionein-like protein [Oryza sativa] 
>gi_6103441_gb_AAF03603.1_ (AF147786) metallothionein-like 
protein [Oryza sativa] 

401413 

LIB3431-043-P1-K1-C5 

BLASTX 

g676884 

289 

9.0e-26 

77 

71 

(D29681) The expression is induced by Pi starvation. 

[Nicotiana tabacum] >gi_1094819_prf 2106387C Al-induced 

protein [Nicotiana tabacum] 

401414 

LIB3431-043-P1-K1-C6 

BLASTN 

gl661159 



BLAST score 


81 


E value 


5.0e-38 


Match length 


85 


% identity 


99 


NCBI Description 


Oryza sativa chlorophyll 




mRNA, complete cds 


Seq. No. 


401415 


Seq. ID 


LIB3431-043-P1-K1-C7 


Method 


BLASTX 


NCBI GI 


gl835731 


BLAST score 


507 


E value 


2.0e-51 


Match length 


123 


% identity 


81 


NCBI Description 


(U86018) photosystem II 


Seq. No. 


401416 


Seq. ID 


LIB3431-043-P1-K1-C9 


Method 


BLASTX 


NCBI GI 


g4587556 


BLAST score 


433 


E value 


l.Oe-42 


Match length 


140 


% identity 


61 


NCBI Description 


(AC006577) Similar to gi 




3-pyrophosphohydrolase f, 




gb_D90911. EST gb_W4380 




[Arabidopsis thaliana] 


Seq. No. 


401417 


Seq. ID 


LIB3431-043-P1-K1-D1 


Method 


BLASTX 


NCBI GI 


g2618686 


BLAST score 


402 



51482 



o 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



5,0e-39 

163 

48 

(AC002510) hypothetical protein [Arabidopsis thaliana] 
401418 

LIB3431-043-P1-K1-D10 

BLASTN 

g3618309 

157 

3.0e-83 

173 

97 

Oryza sativa inRNA for zinc finger protein, complete cds, 
clone :E10707 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401419 

LIB3431-043-P1-K1-D12 

BLASTX 

gl718097 

448 

2,0e-44 

125 

62 

VACUOLAR ATP SYNTHASE SUBUNIT AC39 (V-ATPASE AC39 SUBUNIT) 

(41 KD ACCESSORY PROTEIN) (DVA41) >gi_626048_pir ^A55016 

lysosomal membrane protein DVA41 - slime mold 
(Dictyostelium discoideum) >gi_532733 (U13150) vacuolar 
ATPase subunit DVA41 [Dictyostelium discoideum] 

401420 

LIB3431-043-P1-K1-D2 

BLASTX 

g671740 

486 

6.0e-49 

88 

100 

(X84730) ribulose-bisphosphate carboxylase [synthetic 
construct] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



401421 

LIB3431-043-P1-K1-D3 

BLASTX 

gll5787 

515 

2.0e-52 

121 

86 

CHLOROPHYLL A-B BINDING PROTEIN 2 PRECURSOR (LHCII TYPE I 

CAB-2) (LHCP) >gi_82461_pir S03706 chlorophyll a/b-binding 

protein 2R precursor - rice >gi_20182_emb_CAA32109_ 
(X13909) chlorophyll a/b-binding preprotein (AA -28 to 235) 
[Oryza sativa] 

401422 

LIB3431-043-P1-K1-D5 



51483 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 
g417260 
407 

l.Oe-39 
128 
65 

LIGHT REGULATED PROTEIN PRECURSOR >gi_422003_pir S33632 

lirl protein - rice >gi_20263_einb_CAA48706_ {X68807) 
light-regulated gene [Oryza sativa] 

401423 

LIB3431-043-P1-K1-D7 
BLASTX 
g320618 
530 

4,0e-54 
121 
83 

chlorophyll a/b-binding protein I 
>gi_218172_dbj_BAA00536_ (D00641) 
chlorophyll a/b-binding protein [Oryza sativa] 

>gi_227611_prf 1707316A chlorophyll a/b binding protein 1 

[Oryza sativa] 



precursor - rice 

type I light-harvesting 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401424 

LIB3431-043-P1-K1-D8 

BLASTX 

g4583548 

723 

l.Oe-76 

183 
78 

(AJ010820) chloroplast FtsY homolog [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401425 

LIB3431-043-P1-K1-D9 

BLASTX 

gl749676 

147 

3.0e-09 

82 
44 

(D89234) similar to Saccharomyces cerevisiae ORF YGR205W^ 
EMBL Accession Number Z72990 [Schizosaccharomyces pombe] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401426 

LIB3431-043-P1-K1-E1 

BLASTN 

g2773153 

489 

O.Oe+00 

496 

100 

Oryza sativa abscisic acid- and stress-inducible protein 
(Asrl) mRNA, complete cds 



Seq. No. 



401427 



51484 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



O 



LIB3431-043-P1-K1-E10 

BLASTX 

g82080 

378 

3.0e-36 

112 

66 

chlorophyll a/b-binding protein type III precursor - tomato 

>gi_226872_prf 1609235A chlorophyll a/b binding protein 

[Lycopersicon esculentum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401428 

LIB3431-043-P1-K1-E12 

BLASTX 

gll5787 

741 

l.Oe-78 

169 

88 

CHLOROPHYLL A-B BINDING PROTEIN 2 PRECURSOR (LHCII TYPE I 

CAB-2) (LHCP) >gi__82461_pir S03706 chlorophyll a/b-binding 

protein 2R precursor - rice >gi_20182_emb_CAA32109_ 

(X13909) chlorophyll a/b-binding preprotein (AA -28 to 235) 

[Oryza sativa] 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401429 

LIB3431-043-P1-K1-E3 

BLASTN 

g6006355 

221 

l.Oe-121 

297 

100 

Oryza sativa genomic DNA, chromosome 6, clone : P0493C11 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401430 

LIB3431-043-P1-K1-E5 

BLASTX 

g3256035 

238 

9.0e-20 
135 
39 

(Y14274) 
bicolor] 



putative serine/threonine protein kinase [Sorghum 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401431 

LIB3431-043-P1-K1-E6 

BLASTX 

g3789954 

4 65 

2.0e-4 6 

87 

98 

(AF094776) chlorophyll a/b-binding protein precursor [Oryza 
sativa] 



51485 



o 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 
Seq, ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



401432 

LIB3431-043-P1-K1-E8 

BLASTX 

g729478 

413 

2,0e-40 

158 

53 

FERREDOXIN—NADP REDUCTASE, LEAF ISOZYME PRECURSOR (FNR) 
>gi_442481_dbj_BAA04616_ (D17790) f erredoxin-NADP+ 
reductase [Oryza sativa] >gi_606964 9_dbj_BAA85425 . 1_ 
(AP000616) ESTs AU078647 {E1557) ,072400 (E1557) correspond to 
a region of the predicted gene.; similar to 
ferredoxin-NADP+ reductase (D17790) [Oryza sativa] 

401433 

LIB3431-043-P1-K1-F12 

BLASTX 

g4585882 

721 

2.0e-76 

159 

81 

(AC005850) PSI type III chlorophyll a/b-binding protein 
[Arabidopsis thaliana] 

401434 

LIB3431-043-P1-K1-F2 

BLASTX 

g2407281 

688 

2.0e-72 

133 
97 

(AF017363) ribulose 1, 5-bisphosphate carboxylase small 
subunit [Oryza sativa] 

401435 

LIB3431-043-P1-K1-F6 

BLASTX 

g2443402 

824 

2,0e-88 

162 

100 

(D87745) orthophosphate dikinase [Oryza sativa] 

>gi_24434 05_dbj_BAA22420_ (D87952) orthophosphate dikinase 

[Oryza sativa] 

401436 

LIB3431-043-P1-K1-F8 

BLASTX 

g2739375 

150 

2.0e-09 

95 

41 



51486 



o 



NCBI Description (AC002505) unknown protein [Arabidopsis thaliana] 



Seq, No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401437 

LIB3431-043-P1-K1-G1 

BLASTX 

g417488 

580 

3,0e-72 

155 

85 

ALPHA-GLUCAN PHOSPHORYLASE, H ISOZYME (STARCH PHOSPHORYLASE 

H) >gi_100452_pir ^A40995 starch phosphorylase (EC 2.4.1,1) 

H - potato >gi_169473 {M69038) alpha-glucan phosphorylase 
type H isozyme [Solanum tuberosiom] 



Seq. No. 


401438 


Seq. ID 


LIB3431-043-P1-K1-G11 


Method 


BLASTX 


NCBI GI 


g3126854 


BLAST score 


581 


E value 


3.0e-60 


Match length 


109 


% identity 


100 


NCBI Description 


(AF061577) chlorophyll a^ 


Seq. No. 


401439 


Seq. ID 


LIB3431-043-P1-K1-G12 


Method 


BLASTX 


NCBI GI 


gl31388 


BLAST score 


469 


E value 


7.0e-47 


Match length 


145 


% identity 


69 


NCBI Description 


OXYGEN-EVOLVING ENHANCER 



SUBUNIT OF OXYGEN EVOLVING SYSTEM OF PHOTOSYSTEM II) (33 KD 

THYLAKOID MEMBRANE PROTEIN) >gi_100831_pir SI 62 60 

photosystem II oxygen-evolving complex protein 1 - common 
wheat X Sanduri wheat >gi_21844_emb__CAA40670_ (X57408) 
33kDa oxygen evolving protein of photosystem II [Triticum 
aestivum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401440 

LIB3431-043-P1-K1-G3 

BLASTX 

g3126854 

671 

2.0e-76 

144 

99 

(AFO 61577) chlorophyll a/b binding protein 



[Oryza sativa] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



401441 

LIB3431-043-P1-K1-G4 

BLASTX 

g5596468 

266 

4.0e-23 



51487 



Match length 


Q9 


% identity 


Q Q 


NCBI Desciription 


\^i^_LjU -? O O O ^ ^ pULclUXvti L;i.(JLcXii [_ rii. cLiJ -L o X o L-J,lCL_L -LCLiio. J 


beq. NO. 


4U144Z 


Qc^rr TTl 

oeq, xjj 


1j±JDO*±OX UftO lr± kJJ 


LYlST-.XlOQ. 


OJ-LTlO XZi. 


NCBI GI 


g4454459 


BLAST score 


564 


E value 


3 * ue Do 


Ma ten lengtn 


loo 


•5 iaent.it y 




NCBI Description 


^ri-L/UU 04 / UnKnOWn prOI-SlXi *^-*-'-'-^^£^^-'-'^ LllclXXctlia. J 


beg. wo. 


4U1440 




J-lJ.OO'^OJ. VJ*iO IT _L r\x VJ / 






NCBI GI 


g5091616 


BLAST score 


643 


Hj Value 


o • ue 0 / 


Matcn lengtn 




-5 Identity 


DO 


jnl/di uescripnon 


^riL^UU/404/ CZOLYlXj.O [^riX a.JJX\J.UpoX o UliclXXclI.icl J 


Seq. No. 


4U1444 


beq. lu 


l!lJD04 0 1 U4 O rl i\l~oO 


riei-noa ' 


JDliiiO 1 A 


NCBI GI 


gllo /o / 


BLAST score 


o ^ 


E value 


1 . ue dU 


Match length 


loo 


% identity 


88 


NCBI Description 


CHLOROPHYLL A-B BINDING PROTEIN 2 PRECURSOR (LHCII ' 


U ajd z ; ^iiriv^ir; -^yi 0Z401 pir ouo /uo cnioropnyxx a./ u 




proxem zk precursor — rice ^gi zuioz eiriD u/iRoziuy 




(Aioyuy) cnioropnyii a/o— oinaing preprotem v^f^ ■"Zo 




r^V*17'nr-^ CP ^ +" T T7" a n 

L^ryZa. Sa.LXVa.J 


Seq. No. 


4 U1440 




J_lXOO^OX U'sO I.X X\J. VJ^ 


Method 


BLASTX 


NCBI GI 


gll5787 


BLAST score 


554 


E value 


5.0e-57 


Match length 


126 



% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



87 

CHLOROPHYLL A-B BINDING PROTEIN 2 PRECURSOR (LHCII TYPE I 

CAB-2) (LHCP) >gi_82461__pir S03706 chlorophyll a/b-binding 

protein 2R precursor - rice >gi_20182_emb_CAA32109_ 

(X13909) chlorophyll a/b-binding preprotein (AA -28 to 235) 

[Oryza sativa] 

401446 

LIB3431-043-P1-K1-H1 

BLASTX 

g5926718 

544 



51488 



E value 
Match length 
% identity 
NCBI Description 

Seq- No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



l.Oe-55 

154 

69 

(AB007911) 



PRA2 [Pisum sativum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401447 

LIB3431-043-P1-K1-H10 

BLASTX 

g3914603 

728 

3.0e-77 

144 

97 

RIBULOSE BISPHOSPHATE CARBOXYLASE /OXYGENASE ACTIVASE, 
CHLOROPLAST PRECURSOR (RUBISCO ACTIVASE) >gi_1778414 
{U74321) ribulose-1, 5-bisphosphate carboxylase/oxygenase 
activase [Oryza sativa] 

401448 

LIB3431-043-P1-K1-H11 

BLASTX 

g2146745 

493 

9.0e-53 

168 

67 

protein kinase (EC 2.7.1.-) - Arabidopsis thaliana 
>gi_642132_dbj_BAA08215_ (D45354) protein kinase 
[Arabidopsis thaliana] 

401449 

LIB3431-043-P1-K1-H12 

BLASTX 

gll5802 

195 

8,0e-15 

36 

100 

CHLOROPHYLL A-B BINDING PROTEIN 36 PRECURSOR (LHCII TYPE I 

CAB-36) (LHCP) >gi_100311_pir S21827 chlorophyll 

a/b-binding protein {cab-36) - common tobacco 
>gi__19827_emb__CAA41188_ (X58230) chlorophyll a/b binding 
protein [Nicotiana tabacum] 

401450 

LIB3431-043-P1-K1-H3 

BLASTX 

gl32096 

922 

l.Oe-100 

175 
99 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN A PRECURSOR 

(RUBISCO SMALL SUBUNIT A) >gi_68095_pir RKRZS6 

ribulose-bisphosphate carboxylase (EC 4,1.1.39) small chain 
precursor (clone pOSSS2106) - rice >gi_218210_dbj_BAA00539_ 
(D00644) small subunit of ribulose-1, 5-bisphosphate 



51489 



carboxylase (RuBPC) [Oryza sativa] 







Seq. ID 


LIB3431-043-P1-K1-H6 


Method 


BLASTX 




gj^70 Diiu 


bLAoi score 




E value 


z . ue*-4Z 


ruatcfi xengiin. 


1 91 
±Z X 


% identity 


by 


NCBI Description 


[Abuxz/Xo; near snocjc protexn /u cognare 




fiUXfi OZ 


Seq. ID 


LIB3431-043-P1-K1-H8 


Method 


BLASTX 




goooyooo 


nLiiioi score 


z / o 


E value 


0 . Ue-z4 


Match length 


yo 


% identity 


3D 


NCBI Description 


(AF096263) ER33 protein [Lycopersicon es( 


oeq, JNo . 


>i m yi 

4UX40 J 


Seq. ID 


LIB3431-043-P1-N1-A11 


Method 


BLASTX 


NCBI GI 


g31z6854 


BLAST score 


300 


E value 


3. Oe-27 


Matcn xengtn 


0 / 


% identity 


100 


NCBI Description 


{AF061577) chlorophyll a/b bxndxng prote: 


^ ^ /-r "Kin 

beq. iMo. 


4UX404 


beq, ID 


LXd04 oX — U4 o"~r X— JNX— AXZ 


Method 


BLASTN 


NCBI GI 


g3885887 


BLAST score 


•3 O 


E value 


ri n « n n 

U . Ue+UU 


Matcfi length 


o m 

/ 


% identity 


y y 


NCBI Description 


Oryza sativa high mobility group protein 




complete cds 


beq. NO. 


yl ni / c; c: 
4UX400 


Seq. ID 


LIB3431-043-P1-N1-A4 


Method 


BLASTN 


NCBI GI 


gll957 


BLAST score 




E value 


1 . Oe-47 


ixiaT-cn -Leng i,n 


04U 


% identity 


41 


NCBI Description 


Rice complete chloroplast genome 


Seq. No. 


401456 


Seq. ID 


LIB3431-043-P1-N1-A9 


Method 


BLASTX 


NCBI GI 


g4079798 



(HMG) mRNA, 



51490 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



339 

9.0e-32 

66 

98 

(AF052203) 23 kDa polypeptide of photosystem II [Oryza 
sativa] 

401457 

LIB3431-043-P1-N1-B10 

BLASTX 

gl32105 

508 

l.Oe-51 

91 
100 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4,1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj__BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 



Seq, No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401458 

LIB3431-043-P1-N1-B11 

BLASTX 

g2499417 

309 

3.0e-28 

71 
82 

GLYCINE CLEAVAGE SYSTEM H PROTEIN 

>gi_1085826_pir S49248 H-protein 

>gi_547558_emb_CAA85761_ (Z37524) 
anomala] 



PRECURSOR 

- Flaveria anomala 
H-protein [ Flaveria 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401459 

LIB3431-043-P1-N1-B2 

BLASTX 

g4079798 

183 

2.0e-13 

34 

100 

(AF052203) 
sativa] 



23 kDa polypeptide of photosystem II [Oryza 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



401460 

LIB3431-043-P1-N1-B3 

BLASTX 

g347451 

248 

4.0e-21 

48 

100 



51491 



NCBI Description 



O 

{L22155] 
sativa] 



ribulose 1, 5-bisphosphate carboxylase [Oryza 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
. Match length 
% identity 
NCBI Description 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 



401461 

LIB3431-043-P1-N1-B4 

BLASTN 

g20262 

191 

l.Oe-103 

379 

88 

0. sativa light-induced itiRNA 
401462 

LIB3431-043-P1-N1-B6 

BLASTX 

gl32105 

165 

2.0e-ll 

32 

97 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68 0 94_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 

401463 

LIB3431-043-P1-N1-C1 

BLASTX 

gll5787 

409 

6.0e-40 

77 

100 

CHLOROPHYLL A-B BINDING PROTEIN 2 PRECURSOR (LHCII TYPE I 

CAB-2) (LHCP) >gi_82461_pir S03706 chlorophyll a/b-binding 

protein 2R precursor - rice >gi_20182_emb_CAA32109_ 

(X13909) chlorophyll a/b-binding preprotein (AA -28 to 235) 

[Oryza sativa] 

401464 

LIB3431-043-P1-N1-C12 

BLASTN 

g5360229 

397 

O.Oe+00 

401 

100 

Oryza sativa mRNA for Ran, complete cds 
401465 

LIB3431-043-P1-N1-C2 



51492 



Method 




NCBI GI 


g226263 


BLAST score 


213 


E value 


5 . Ue-17 


Match length 


47 


% identity 


85 


NCBI Description 


chlorophyll a/b binding protein [Glycine max] 


Seq. No. 


401466 


Seq. ID 


LIB34 31-04 3-P1-N1-C7 


Method 




NCBI GI 


gl835731 


BLAST score 


314 


E value 


o n « on 

0 . ue-2y 


Match length 


80 


% identity 


79 


NCBI Description 


{U86018) photosystem II 10 kDa polypeptide [Oryza sativa] 


Seq. No. 


401467 


Seq. ID 


LIB3431-043-P1-N1-D1 


Method 


OT TV c nrv 

BLAbTX 


NCBI GI 


gl661160 


BLAST score 


185 


E value 


7 . Oe-14 


Match length 


54 


% identity 


69 


NCBI Description 


(U74295) chlorophyll a/b binding protein [Oryza sativaj 


Seq. No. 


401468 


Seq. ID 


LIB3431-043-P1-N1-D10 


Method 


BLASTX 


NCBI GI 


g3618310 


BLAST score 


367 


E value 


4 . Oe-35 


Match length 


70 


% identity 


100 


NCBI Description 


(AB001883) zinc finger protein [Oryza sativa] 


Seq. No. 


401469 


Seq. ID 


LIB3431-043-P1-N1-D2 


Method 


BLASTX 


NCBI GI 




BLAST "score 


383 


E value 


5.0e-37 


Match length 


71 


% identity 


99 


NCBI Description 


(X84730) ribulose-bisphosphate carboxylase [synthetic 




construct] 


Seq, No. 


401470 


Seq. ID 


LIB3431-043-P1-N1-D3 


Method 


BLASTX 


NCBI GI 


g4512125 


BLAST score 


243 


E value 


l.Oe-20 


Match length 


45 


% identity 


100 



51493 



NCBI Description 



{AF133340) putative chlorophyll a/b-binding protein 
[Phalaenopsis sp. ' KCbutterf ly * ] 



Seq. No, 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401471 

LIB3431-043-P1-N1-D5 

BLASTX 

g417260 

300 

3.0e-27 

76 

75 

LIGHT REGULATED PROTEIN PRECURSOR >gi_422003_pir S33632 

lirl protein - rice >gi_20263__emb_CAA48706_ (X68807) 
light-regulated gene [Oryza sativa] 

401472 

LIB3431-043-P1-N1-D7 

BLASTX 

gll5787 

428 

3.0e-42 

81 

100 

CHLOROPHYLL A-B BINDING PROTEIN 2 PRECURSOR (LHCII TYPE I 

CAB-2) (LHCP) >gi_82461_pir S03706 chlorophyll a/b-binding 

protein 2R precursor - rice >gi_20182_emb_CAA32109_ 

{X13909) chlorophyll a/b-binding preprotein (AA -28 to 235) 

[Oryza sativa] 

401473 

LIB3431-043-P1-N1-D8 

BLASTX 

g4583548 

346 

l.Oe-32 

79 

85 

{AJ010820) chloroplast FtsY homolog [Arabidopsis thaliana] 
401474 

LIB3431-043-P1-N1-D9 

BLASTX 

gl749676 

143 

9,0e-09 

76 

45 

(D89234) similar to Saccharomyces cerevisiae ORF YGR205W, 
EMBL Accession Nuinber Z72990 [Schizosaccharomyces pombe] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



401475 

LIB3431-043-P1-N1-E10 

BLASTX 

gll5813 

253 

l.Oe-21 
61 



51494 



% identity 

NCBI Description 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



80 

CHLOROPHYLL A-B BINDING PROTEIN 8 PRECURSOR (LHCI TYPE III 
CAB-8) >gi_19182_emb_CAA33330_ (X15258) Type III 
chlorophyll a/b-binding protein [Lycopersicon esculentum] 

401476 

LIB3431-043-P1-N1-E12 

BLASTX 

g3036946 

271 

8.0e-24 

52 

98 

{AB012637) light harvesting chlorophyll a/b-binding protein 
[Nicotiana sylvestris] 

401477 

LIB3431-043-P1-N1-E3 

BLASTN 

g6006355 

43 

7.0e-15 

123 
84 

Oryza sativa genomic DNA, chromosome 6, clone: P04 93C11 
401478 

LIB3431-043-P1-N1-E5 

BLASTX 

g3256035 

195 

7.0e-15 

67 

55 

{Y14274) putative serine/threonine protein kinase [Sorghum 
bicolor] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401479 

LIB3431-043-P1-N1-E7 

BLASTX 

gl28690 

535 

l.Oe-54 

118 

89 

NADH-PLASTOQUINONE OXIDOREDUCTASE CHAIN 3, CHLOROPLAST 

>gi_66161_pir DERZN3 NADH dehydrogenase (ubiquinone) (EC 

1.6.5.3) chain 3 - rice chloroplast >gi_11989_emb_CAA34 001_ 
(X15901) ndhC; NADH dehydrogenase ND3 [Oryza sativa] 

>gi_226610_prf 1603356AG NADH dehydrogenase ND3 [Oryza 

sativa] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



401480 

LIB3431-043-P1-N1-E8 

BLASTN 

g3819688 

41 



51495 



0 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



l.Oe-13 

49 

96 

Hordeum vulgare genomic DNA fragment; clone MWG2318.uni 
401481 

LIB3431-043-P1-N1-E9 

BLASTX 

g693920 

325 

3.0e-30 

64 

98 

{U21113) chlorophyll a/b binding protein [Solanum 
tuberosum] 

401482 

LIB3431-043-P1-N1-F11 

BLASTX 

g51750Q 

299 

3.0e-27 

76 

80 

{M87435) precursor of the oxygen evolving complex 17 kDa 

protein [Zea mays]^ >gi_444338_prf 1906386A photosystem II 

0E17 protein [Pisum sativum] 

401483 

LIB3431-043-P1-N1-F2 

BLASTX 

g347451 

181 

3.0e-13 

35 

97 

(L22155) 
sativa] 



ribulose 1, 5-bisphosphate carboxylase [Oryza 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



401484 

LIB3431-043-P1-N1-F6 

BLASTX 

g2443402 

174 

2.0e-12 

32 

100 

(D87745) orthophosphate dikinase [Oryza sativa] 
>gi_2443405_dbj_BAA22420_ (D87952) orthophosphate dikinase 
[Oryza sativa] 

401485 

LIB3431-043-P1-N1-F7 

BLASTX 

g2754849 

288 

8.0e-26 



51496 



n # 

Match length 63 
% identity 89 

NCBI Description (AF039000) putative serine-glyoxylate aminotransferase 
[Fritillaria agrestis] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401486 

LIB3431-043-P1-N1-G1 

BLASTX 

g417488 

152 

4.0e-16 

51 

81 

ALPHA-GLUCAN PHOSPHORYLASE, H ISOZYME (STARCH PHOSPHORYLASE 

H) >gi_100452_pir ^A40995 starch phosphorylase {EC 2.4.1.1) 

H - potato >gi_169473 {M69038) alpha-glucan phosphorylase 
type H isozyme [Solanum tuberosiom] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401487 

LIB3431-043-P1-N1-G10 

BLASTX 

g4006895 

158 

3.0e-10 

51 
49 

(Z99708) putative protein 



[Arabidopsis thaliana] 



Seq. No. 


401488 




Seq. ID 


LIB3431-043-P1-N1-G11 




Method 


BLASTX 




NCBI GI 


g3126854 




BLAST score 


277 




E value 


2.0e-24 




Match length 


52 




% identity 


100 




NCBI Description 


(AF061577) chlorophyll a/b binding protein [Oryza 


sativa] 


Seq. No. 


401489 




Seq. ID 


LIB3431-043-P1-N1-G3 




Method 


BLASTX 




NCBI GI 


g3126854 




BLAST score 


200 




E value 


2.0e-19 




Match length 


53 




% identity 


98 




NCBI Description 


(AF06157 7) chlorophyll a/b binding protein [Oryza 


sativa] 


Seq. No. 


401490 




Seq. ID 


LIB34 31-043-P1-N1-G4 




Method 


BLASTX 




NCBI GI 


g5596468 




BLAST score 


145 




E value 


5.0e-09 




Match length 


43 




% identity 


65 




NCBI Description 


(AL096882) putative protein [Arabidopsis thaliana] 





51497 



€1^ 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401491 

LIB3431-043-P1-N1-G8 

BLASTX 

g3036942 

247 

5,0e-21 

46 

100 

(AB012636) light harvesting chlorophyll a/b-binding protein 
[Nicotiana sylvestris] 

401492 

LIB3431-043-P1-N1-G9 

BLASTN 

g20181 

52 

3.0e-20 

72 

93 

Rice cab2R gene for light harvesting chlorophyll 
a/b-binding protein 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401493 

LIB3431-043-P1-N1-H1 

BLASTX 

g303736 

152 

7.0e-10 

80 

49 

{D12541) GTP-binding protein [Pisum sativum] 

>gi_738934_prf 2001457B GTP-binding protein [Pisum 

sativum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401494 

LIB3431-043-P1-N1-H10 

BLASTX 

gl67097 

151 

5,0e-17 

52 

88 

(M55449) ribulose 1, 5-bisphosphate carboxylase activase 
[Hordeiim vulgare] 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401495 

LIB3431-043-P1-N1-H11 

BLASTN 

g3377792 

131 

2.0e-67 

284 
87 

Oryza sativa ribulose-1, 5-bisphosphate 
carboxylase/oxygenase activase (rca) mRNA, 



complete cds 



51498 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401496 

LIB3431-043-P1-N1-H3 

BLASTX 

g671740 

163 

4.0e-ll 

31 

100 

{X84730) ribulose-bisphosphate carboxylase [synthetic 
construct] 



Seq. No. 


401497 


Seq, ID 


LIBo4oi-U4o-rl-]Nl-n4 


Method 


BLASTX 


NCBI GI 


g671740 


BLAST score 


301 


E value 


3, Oe-27 


Match length 


57 


% identity 


100 


NCBI Description 


{X84730) ribulose-bisphosphate carboxylase [; 




construct] 


Seq. No. 


401498 


Seq. ID 


LIB3431-043-P1-N1-H5 


Method 


BLASTN 


NCBI GI 


g3218542 


BLAST score 


36 


E value 


l.Oe-10 


Match length 


119 


% identity 


82 


NCBI Description 


Oryza sativa AOXlb and AOXla genes, complete 


Seq. No. 


401499 


Seq. ID 


LIB3431-043-P1-N1-H6 


Method 


BLASTN 


NCBI GI 


g473216 


BLAST score 


36 


E value 


l.Oe-10 


Match length 


44 


% identity 


95 


NCBI Description 


P. sativum (little marvel) HSC71.0 mRNA 


Seq. No. 


401500 


Seq. ID 


LIB3431-044-P1-K1-A1 


Method 


BLASTX 


NCBI GI 


g320618 


BLAST score 


457 


E value 


l.Oe-45 


Match length 


106 


% identity 


83 


NCBI Description 


chlorophyll a/b-binding protein I precursor 



>gi_218172_dbj_BAA00536_ (D00641) type I light-harvesting 
chlorophyll a/b-binding protein [Oryza sativa] 

>gi_227611__prf 1707316A chlorophyll a/b binding protein 1 

[Oryza sativa] 



Seq. No. 



401501 



51499 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3431-044-P1-K1-A10 

BLASTX 

g3647283 

278 

l.Oe-45 

147 

63 

(AJ011418) ubiquitin activating enzyme [Lycopersicon 
esculent um] 



Seq, No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401502 

LIB3431-044-P1-K1-A11 

BLASTX 

g2072555 

237 

8.0e-20 

44 

100 

(AF001396) metallothionein-like protein [Oryza sativa] 
>gi_6103441_gb_AAF03603.1_ (AF147786) metallothionein-li-ke 
protein [Oryza sativa] 



Seq, No. 


401503 


Seq. ID 


LIB3431-044- 


Method 


BLASTX 


NCBI GI 


g2662343 


BLAST score 


815 


E value 


2.0e-87 


Match length 


159 


% identity 


98 


NCBI Description 


(D63581) EF- 


Seq. No. 


401504 


Seq. ID 


LIB3431-044- 


Method 


BLASTX 


NCBI GI 


gll73275 


BLAST score 


653 


E value 


3,0e-74 


Match length 


150 


% identity 


96 


NCBI Description 


CHLOROPLAST 



■P1-K1-A4 



30S RIBOSOMAL PROTEIN S7 

>gi_2119068_pir S58630 ribosomal protein S7 - maize 

chloroplast >gi_902274_emb_CAA60339_ {X86563) ribosomal 



protein S7 [Zea mays] >gi_902298 
ribosomal protein S7 [Zea mays] 



emb CAA60362 {X86563) 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401505 

LIB3431-044-P1-K1-A5 

BLASTX 

g3126854 

656 

5.0e-69 

123 

100 

(AF061577) chlorophyll a/b binding protein [Oryza sativa] 



Seq. No. 



401506 



51500 



o 



Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3431-044-P1-K1-A6 

BLASTX 

gl835731 

594 

2.0e-61 

126 

91 

{U86018) photosystem II 10 kDa polypeptide [Oryza sativa] 
401507 

LIB3431-04 4-P1-K1-A7 

BLASTX 

g729477 

603 

l.Oe-62 

126 

87 

FERREDOXIN—NADP REDUCTASE PRECURSOR (FNR) 

>gi_320548_pir ^A44974 ferredoxin — NADP+ reductase (EC 

1.18.1,2) precursor - common ice plant >gi_167256 (M25528) 
ferredoxin-NADP+ reductase precursor {fnrA; EC 1.6.7.1) 

[Mesembryanthemum crystallinum] >gi_226768_prf 1604 47 5A 

ferredoxin NADP reductase [Mesembryanthemum crystallinum] 

401508 

LIB3431-044-P1-K1-A8 

BLASTX 

g3402711 

349 

5,0e-33 

120 

57 

(AC004261) putative RNA-binding protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401509 

LIB3431-044-P1-K1-A9 

BLASTX 

g3789954 

240 

2.0e-20 

60 

77 

{AF094776) chlorophyll a/b-binding protein precursor [Oryza 
sativa] 

401510 

LIB3431-044-P1-K1-B1 

BLASTX 

g2072555 

237 

6.0e-20 

44 

100 

(AF001396) metallothionein-like protein [Oryza sativa] 
>gi_6103441_gb_AAF03603.1_ (AF147786) metallothionein-like 
protein [Oryza sativa] 



51501 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401511 

LIB3431-044-P1-K1-B10 

BLASTX 

gl731181 

195 

7.0e-15 

136 

38 

HYPOTHETICAL 75.5 KD PROTEIN C14A4.3 IN CHROMOSOME II 
>gi_3874230_einb_CAA90107.1_ (Z49909) weak similarity with a 
B. Flavum translocation protein (Swiss Prot accession 
niomber P38376) ; cDNA EST yk220el0.5 comes from this gene; 
cDNA EST yk549el2.3 comes from this gene; cDNA EST 
yk618d6.3 comes from this gene 



Seq. No. 


401512 


Seq. ID 


LIB3431-044-P1-K1-B11 


Method 


BLASTX 


NCBI GI 


g3126854 


BLAST score 


717 


E value 


5.0e-76 


Match length 


137 


% identity 


99 


NCBI Description 


(AFO 61577) chlorophyll 


Seq. No. 


401513 


Seq. ID 


LIB3431-044-P1-K1-B12 


Method 


BLASTX 


NCBI GI 


g548605 


BLAST score 


513 


E value 


4,0e-52 


Match length 


131 


% identity 


80 


NCBI Description 


PHOTOSYSTEM I REACTION 



NTRE SUBUNIT X PRECURSOR 
(LIGHT-HARVESTING COMPLEX I 7 KD PROTEIN) (PSI-K) 

>gi_539055_pir ^A48527 photosystem I protein psaK precursor 

- barley >gi_304220 (L12707) photosystem I PSI-K subunit 
[Hordeiom vulgare] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401514 

LIB3431-044-P1-K1-B3 

BLASTX 

g4972093 

227 

l.Oe-18 

131 

40 

(AL078468) putative protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



401515 

LIB3431-044-P1-K1-B4 

BLASTX 

g3063524 

183 

2.0e-13 

37 



51502 



% identity 

NCBI Description 



95 

(AF052305) ribulose 1, 5-bisphosphate carboxylase small 
subunit [Oryza sativa] 



Seq. No. 


401516 




ot^y. ±U 








D J-ii^O X IN 






gou io4 J / 










Hj vaxue 


D * ue lu 




Match length 






^ j_u.czn_j.uy 


1 nn 
1 u u 






IKJllLU ocipxcXlo JrJliAX 


llLrxlNrl/ OOIiip±cI-c (_a.S 


Seq. No. 


401517 




Seq. ID 


LIB3431-044-P1-K1- 


-B7 


Method 


BLASTX 




NCBI GI 


g2827150 




BLAST score 


559 




E value 


2.0e-57 




Match length 


148 




% identity 


76 




NCBI Description 


(AF029895) acetyl- 


-coenzyme A carboxylase 



aestivum] 



Seq. No. 


401518 


Seq. ID 


LIB3431-044-P1-K1-B8 


Method 


BLASTX 


NCBI GI 


g2344892 


BLAST score 


213 


E value 


7.0e-17 


Match length 


68 


% identity 


69 


NCBI Description 


{AC002388) unknown protein 


Seq. No. 


401519 


Seq. ID 


LIB3431-044-P1-K1-C1 


Method 


BLASTX 


NCBI GI 


gl495768 


BLAST score 


152 


E value 


8.0e-10 


Match length 


144 


% identity 


45 


NCBI Description 


{Z68506) chloroplast inner 




(lEPllO) [Pisum sativum] 


Seq. No. 


401520 


Seq. ID 


LIB3431-044-P1-K1-C10 


Method 


BLASTX 


NCBI GI 


g2130082 


BLAST score 


442 


E value 


l.Oe-43 


Match length 


169 


% identity 


51 



110 kD 



NCBI Description protein kinase Xa21 (EC 2.7.1.-) - rice >gi_1122443 
{U37133) receptor kinase-like protein [Oryza sativa] 
>gi_2586085 {U72723) receptor kinase-like protein [Oryza 



51503 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



O 



longistaminata] >gi_1586408_prf 2203451A receptor 

kinase-like protein [Oryza sativa] 

401521 

LIB3431-044-P1-K1-C2 

BLASTX 

g2688824 

181 

3.0e-13 

111 

41 

(U93273) putative auxin-repressed protein [Prunus 
armeniaca] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401522 

LIB3431-044-P1-K1-C3 

BLASTX 

g548603 

295 

l.Oe-26 

56 
98 

PHOTOS YSTEM I REACTION CENTRE SUBUNIT II PRECURSOR 
{ PHOTOS YSTEM I 20 KD SUBUNIT) (PSI-D) 

>gi_478404_pir JQ2247 photosystem I chain D precursor - 

barley >gi_167085 (M9825'4) PSI-D subunit [Hordeum vulgare] 

401523 

LIB3431-044-P1-K1-C9 

BLASTX 

g3789952 

651 

2.0e-68 

12B 

98 

(AF094775) chlorophyll a/b-binding protein presursor [Oryza 
sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



401524 

LIB3431-044-P1-K1-D1 

BLASTX 

g399213 

877 

l.Oe-94 

181 

96 

ATP-DEPENDENT CLP PROTEASE ATP-BINDING SUBUNIT CLPA HOMOLOG 

CD4B PRECURSOR >gi_100190_pir B35905 CD4B protein - tomato 

>gi_170435 (M32604) ATP-dependent protease (CD4B) 
[Lycopersicon esculentum] 

401525 

LIB3431-044-P1-K1-D12 

BLASTN 

g5295936 

46 

2.0e-16 



51504 



Match length 

% identity 

NCBI Description 



O 

93 
85 

Oryza sativa genomic DNA, chromosome 6, clone: P068iF10, 
complete sequence 



Seq. No* 


401526 


Seq. ID 


LIB3431-044-P1-K1-D2 






NPRT RT 








TT v3 1 HP 


2 Oe-69 




1 


^ J-vlcilUXuy 


O D 












>gi~929013__emb_CAA62084_ (X90472) ATPase [Capsiciom 


O • LN • 


dm R97 

ft u xo<^ / 


Q^or TPl 

oeq. xjj 


XiXU04 JX U4 4 Jr X rvX UO 


Method 


"DT 7\ cnv 
bLAblA . 




y X ooz. X D ^ 


biiAoi score 


4yu 


E value 


o . ue-4y 


iYiatcn xengrn 


Xb / 




D X 


NCBI Description 


(D90903) hypothetical protein [Synechocystis sp.] 


ibeq. NO. 




oeq. xu 


LXbo4oI — U44-irX - J\l — b 1 U 


Method 


BLAST A 




g^oxooxu 


DhAoi score 


4^y 


E value 


J , L/e-4o 


Match length 








NCBI Description 


(AB001883) zinc finger protein [Oryza sativa] 


oeq . LNO ■ 


4 u xoz y 


oeq. ±u 


LXr5o4ox — U4 4-ri— I\i-Lxx 


Method 


"DT 7\ OTIV 

bLAoiA 




g jXZ DO04 


bJ-jAbi score 


/o4 


E value 


o . iJe-o4 


rjaucn xengTzn 


XO X 




Q7 




^ricuoxo/ /y L.I1XUX upiiyxx ci/ k) jjxncixny pxroLSxn [_uryza. Si 


Seq. No. 


401530 


Seq. ID 


LIB3431-044-P1-K1-E12 


Method 


BLASTX 


NCBI GI 


gl31225 


BLAST score 


670 


E value 


2.0e-70 


Match length 


151 


% identity 


88 


NCBI Description 


PHOTOSYSTEM I REACTION CENTRE SUBUNIT XI PRECURSOR 



V) (PSI-L) >gi_100605__pir ^A39759 photosystem I 18K protein 



51505 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



precursor - barley >gi_167087 (M61146) 
hydrophobic protein [Hordeum vuigare] 



photosystem I 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



401531 

LIB3431-044-P1-K1-E5 

BLASTX 

gll5787 

762 

3.0e-81 

149 

99 

CHLOROPHYLL A-B BINDING PROTEIN 2 PRECURSOR (LHCII TYPE I 

CAB-2) (LHCP) >gi_82461_pir S03706 chlorophyll a/b-binding 

protein 2R precursor - rice >gi_20182_einb_CAA32109_ 

(X13909) chlorophyll a/b-binding preprotein (AA -28 to 235) 

[Oryza sativa] 

401532 

LIB3431-04 4-P1-K1-E6 

BLASTX 

g5042409 

442 

l.Oe-43 

136 

64 

(AC006193) Putative membrane related protein [Arabidopsis 
thaliana] 

401533 

LIB3431-044-P1-K1-E7 

BLASTX 

g5702231 

190 

3.0e-14 

108 

44 

{AF145386) hypersensitive reaction associated Ca2+-binding 
protein [Phaseolus vulgaris] 

401534 

LIB3431-044-P1-K1-E8 

BLASTX 

g548605 

590 

5.0e-61 

130 

90 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT X PRECURSOR 
(LIGHT-HARVESTING COMPLEX I 7 KD PROTEIN) (PSI-K) 

>gi_539055_pir A48527 photosystem I protein psaK precursor 

- barley >gi_304220 {L12707) photosystem I PSI-K subunit 
[Hordeiam vuigare] 

401535 

LIB3431-044-P1-K1-E9 

BLASTN 

g3821780 



51506 



BLAST score 36 

E value l.Oe-10 

Match length 47 

% identity 66 

NCBI Description Xenopus laevis cDNA clone 27A6-1 



beq. No. 


4U100D 


beq. ID 


TTT30yiOi r\ A A m r^'i t*''1 

LIBo4 J1-044-P1-K1-F1 


MetJioa 


BLASTX 




gzoz / boo 


BLAST score 


605 


E value 


6 . Oe-63 


Match length 


1/11 


■5 iaeni,j_i,y 


/ o 


NCBI Description 


(AL021637) vacuolar sorting receptor-like protein 




[Arabidopsis thaliana] 


Seq. No. 


401537 


Seq. ID 


LIB3431-044-P1-K1-F12 


Metfioa 


BLASTX 


NCBI GI 


g6091733 


BLAST score 


219 


E value 


2 . Oe-17 


Matcn lengtn 


/" c 
OD 


% identity 


62 


NCBI Description 


{AC010797) unknown protein [Arabidopsis thaliana] 


Seq. No. 


401538 


Seq. ID 


LIB3431-044-P1-K1-F2 


Method 


BLASTX 


NCHl Cjl 


g2yoz453 


BLAST score 


636 


E value 


2.0e-66 


Match length 


157 


% identity 




NCBI Description 


(AL022223) f ructose-bisphosphate aldolase-like protein 




[Arabidopsis thaliana] 


Seq. No. 


401539 


Seq. ID 


LIB3431-044-P1-K1-F3 


Method 


BLASTX 


NCBI GI 


gll5787 


BLAST score 


720 


E value 


3.0e-76 


Match length 


157 


% identity 


90 



NCBI Description CHLOROPHYLL A-B BINDING PROTEIN 2 PRECURSOR (LHCII TYPE I 

CAB-2) (LHCP) >gi_824 61_pir S03706 chlorophyll a/b-binding 

protein 2R precursor - rice >gi_20182_einb_CAA32109_ 
{X13909) chlorophyll a/b-binding preprotein (AA -28 to 235) 
[Oryza sativa] 



Seq. No. 401540 

Seq. ID LIB3431-044-P1-K1-F5 

Method BLASTX 

NCBI GI g2147484 

BLAST score 766 



51507 



E value l.Oe-81 
Match length 170 
% identity 85 

NCBI Description homeotic protein - Phalaenopsis sp >gi_1173622 (U34743) 
homeobox protein [Phalaenopsis sp. 'hybrid SM9108'] 



Seq* No. 


401541 


Seq. ID 


LIB3431-044-P1-K1-F6 


MernoQ 


BLAb IX 


NCBI GI 


glb44427 


BLAST score 


452 


E value 




Matcn lenqtin 


ion 
loU 


■6 xaenuiLy 


0 D 


NCBI Description 


(U74 610) glyoxalase II [Arabidopsis 


Seq. No, 


401542 


Seq. ID 


LIB3431-044-P1-K1-F7 


Method 


BLASTX 


NCBI GI 


gl617197 


BLAST score 


301 


E value 


3,0e-27 


Match length 


76 


% identity 


75 


NCBI Description 


(Z72488) CP12 [Nicotiana tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401543 

LIB3431-044-P1-K1-F8 

BLASTX 

g2072555 

218 

2.0e-17 

44 

93 

(AF001396) metallothionein-like protein [Oryza sativa] 
>gi_6103441_gb_AAF03603.1_ {AF147786) metallothionein-like 
protein [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401544 

LIB3431-044-P1-K1-F9 

BLASTX 

gl352461 

388 

2.0e-37 

90 

83 

IN2-2 PROTEIN 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401545 

LIB3431-044-P1-K1-G1 

BLASTX 

g4972067 

287 

2.0e-27 

166 

44 

(AL0784 67) putative protei 



[Arabidopsis thaliana] 



51508 



o 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401546 

'LIB3431-044-P1-K1-G10 
BLASTX 
g3132476 
579 

9,0e-60 
167 
66 

(AC003096) unknown protein [Arabidopsis thaliana] 
401547 

LIB3431-044-P1-K1-G11 
BLASTX 
g320618 
616 

4.0e-64 
134 
87 

chlorophyll a/b-binding protein I 
>gi_218172_dbj_BAA00536_ (D00641) 
chlorophyll a/b-binding protein [Oryza sativa] 

>gi_227611_prf 1707316A chlorophyll a/b binding protein 1 

[Oryza sativa] 



precursor - rice 

type I light -harvesting 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401548 

LIB3431-044-P1-K1-G12 

BLASTX 

g4490728 

290 

6.0e-26 

65 

75 

(AL035709) putative protein [Arabidopsis thaliana] 



Seq. No- 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 



401549 

LIB3431-044-P1-K1-G3 

BLASTN 

gl9094 

48 

4.0e-18 

64 

94 

H.vulgare mRNA PsaN for photosystem I 



subunit N 



401550 

LIB3431-044-P1-K1-G4 

BLASTX 

gl684851 

212 

6.0e-17 

62 

68 

(U77935) DnaJ-like protein [Phaseolus vulgaris] 
401551 

LIB3431-044-P1-K1-G6 



51509 



o 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 
Seq. ID 
Method 



BLASTX 

gl052960 

848 

3.0e-91 

172 

91 

{U37437) PNIL34 [Ipomoea nil] 
401552 

LIB3431-044-P1-K1-G9 

BLASTX 

g2072555 

237 

l.Oe-19 

44 

100 

{AF001396) metallothionein-like protein [Oryza sativa] 
>gi_6103441_gb_AAF03603.1_ (AF147786) metallothionein-like 
protein [Oryza sativa] 

401553 

LIB3431-044-P1-K1-H10 

BLASTX 

g2129675 

218 

l,0e-17 

84 

67 

probable chlorophyll synthetase G4 - Arabidopsis thaliana 
>gi_972938 {U19382) putative chlorophyll synthetase 
[Arabidopsis thaliana] >gi_3068709 (AF04 9236) putative 
chlorophyll synthetase [Arabidopsis thaliana] 

401554 

LIB3431-044-P1-K1-H11 

BLASTX 

g4531444 

320 

l.Oe-44 

151 

62 

(AC006224) putative protein kinase [Arabidopsis thaliana] 
401555 

LIB3431-04 4-P1-K1-H12 

BLASTX 

g3202024 

743 

6.0e-79 

159 

86 

(AF069315) thylakoid-bound L-ascorbate peroxidase precursor 
[Mesembryanthemum crystallinum] 

401556 

LIB3431-044-P1-K1-H2 
BLASTN 



51510 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2072726 
542 

O.Oe+00 

557 

99 

O.sativa mRNA for Fd-GOGAT, partial, clone OsGog2 



Seq. No. 
Seq. ID 

-Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



401557 

LIB3431-044-P1-K1-H3 

BLASTX 

g2554675 

745 

3.0e-79 

166 
90 

Three-Dimensional Structure Of Glycolate Oxidase With Bound 
Active-Site Inhibitors >gi_2624594_pdb_lAL7_ 
Three-Dimensional Structures Of Glycolate Oxidase With 
Bound Active-Site Inhibitors 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401558 

LIB3431-044-P1-K1-H4 

BLASTX 

gl32105 

731 

l.Oe-77 

155 

90 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

{RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
{D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 



Seq. No. 


401559 


Seq. ID 


LIB3431-044-P1-K1-H5 


Method 


BLASTX 


NCBI GI 


g3126854 


BLAST score 


756 


E value 


l.Oe-80 


Match length 


144 


% identity 


99 


NCBI Description 


{AF061577) chlorophyll 


Seq. No. 


401560 


Seq. ID 


LIB3431-044-P1-K1-H6 


Method 


BLASTX 


NCBI GI 


gl32105 


BLAST score 


776 


E value 


7.0e-83 


Match length 


168 


% identity 


88 


NCBI Description 


RIBULOSE BISPHOSPHATE ^ 



C PRECURSOR 



51511 



(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538__ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401561 

LIB3431-044-P1-K1-H9 

BLASTX 

gl32105 

830 

4.0e-89 

173 

91 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 

401562 

LIB3431-044-P1-N1-A1 

BLASTN 

g218171 

58 

2.0e-24 

84 

93 

Oryza sativa mRNA for type I light-harvesting chlorophyll 
a/b binding protein of photosystem II (LHCPII), complete 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401563 

LIB3431-044-P1-N1-A10 

BLASTX 

g2982309 

194 

8.0e-15 

46 

78 

(AF051239) probable ubiquitin activating enzyme 2 [Picea 
mariana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



401564 

LIB3431-044-P1-N1-A11 

BLASTN 

g2072554 

240 

l.Oe-132 
248 



51512 



% identity 

NCBI Description 



99 

Oryza sativa metallothionein-like protein mRNA, complete 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401565 

LIB3431-044-P1-N1-A12 

BLASTN 

g2662340 

59 

8,0e-25 

91 

91 

Oryza sativa mRNA for EF-1 



alpha, complete cds 



401566 

LIB3431-044-P1-N1-A4 

BLASTX 

gll73275 

640 

7,0e-67 

149 

89 

CHLOROPLAST 30S RIBOSOMAL PROTEIN S7 

>gi_2119068_pir S58630 ribosomal protein S7 - maize 

chloroplast >gi_902274_emb_CAA60339_ (X86563) ribosomal 
protein S7 [Zea mays] >gi__902298_emb_CAA60362__ {XB6563) 
ribosomal protein 87 [Zea mays] 



Seq. No. 


401567 


Seq. ID 


LIB3431-044-P1-N1-A5 


Method 


BLASTN 


NCBI GI 


g2570512 


BLAST score 


88 


E value 


8.0e-42 


Match length 


195 


% identity 


96 


NCBI Description 


Oryza sativa chloropi 




cds 


Seq. No. 


401568 


Seq. ID 


LIB3431-044-P1-N1-A6 


Method 


BLASTX 


NCBI GI 


gl835731 


BLAST score 


436 


E value 


4.0e-43 


Match length 


94 


% identity 


89 


NCBI Description 


{U86018) photosystem 


Seq. No. 


401569 


Seq. ID 


LIB3431-044-P1-N1-A7 


Method 


BLASTN 


NCBI GI 


gl835730 


BLAST score 


51 


E value 


3.0e-20 


Match length 


59 


% identity 


97 



complete 



10 kDa polypeptide [Oryza sativa] 



51513 



NCBI Description Oryza sativa photosystem II 10 kDa polypeptide mRNA, 
complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No* 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401570 

LIB3431-044-P1-N1-A9 

BLASTN 

g3789953 

267 

l.Oe-148 

275 

99 

Oryza sativa chlorophyll a/b-binding protein precursor 
(Cab26) mRNA, nuclear gene encoding chloroplast protein, 
complete cds 

401571 

LIB3431-044-P1-N1-B1 

BLASTN 

g2072554 

113 

5.0e-57 

164 

93 

Oryza sativa metallothionein-like protein mRNA, complete 
cds 



Seq. No. 


401572 


Seq. ID 


LIB3431-044-P1-N1-B11 


Method 


BLASTX 


NCBI GI 


g3126854 


BLAST score 


410 


E value 


4.0e-40 


Match length 


78 


% identity 


99 


NCBI Description 


{AF061577) chlorophyll 


Seq. No. 


401573 


Seq. ID 


LIB3431-044-P1-N1-B12 


Method 


BLASTX 


NCBI GI 


g548605 


BLAST score 


187 


E value 


2.0e-14 


Match length 


38 


% identity 


95 


NCBI Description 


PHOTOSYSTEM I REACTION 



Seq. No, 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



NTRE SUBUNIT X PRECURSOR 
(LIGHT-HARVESTING COMPLEX I 7 KD PROTEIN) (PSI-K) 

>gi_539055_pir ^A48527 photosystem I protein psaK precursor 

- barley >gi_304220 (L12707) photosystem I PSI-K subunit 
[Hordeum vulgare] 

401574 

LIB3431-044-P1-N1-B2 

BLASTN 

gl9086 

56 

l.Oe-22 
100 



51514 



% identity 91 

NCBI Description Hordeum vulgare pot. psaE mRNA 



Seq. No, 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No, 
Seq, ID 



401575 

LIB3431-044-P1-N1-B8 

BLASTX 

g2344892 

182 

2.0e-13 

41 

80 

(AC002388) unknown protein [Arabidopsis thaliana] 
401576 

LIB3431-044-P1-N1-C11 

BLASTN 

gl777706 

59 

l,0e-24 

71 

96 

Zea mays 18S ribosomal RNA gene, partial sequence 
401577 

LIB3431-044-P1-N1-C4 

BLASTX 

g2829916 

297 

7,0e-27 

72 

78 

{AC002291) Unknown protein [Arabidopsis thaliana] 
401578 

LIB3431-044-P1-N1-C9 

BLASTN 

g3789951 

157 

6.0e-83 

300 

93 

Oryza sativa chlorophyll a/b-binding protein presursor 
(Cab27) mRNA, nuclear gene encoding chloroplast protein, 
complete cds 

401579 

LIB3431-044-P1-N1-D6 

BLASTX 

gl652164 

145 

6,0e-09 

59 

51 

(D90903) hypothetical protein [Synechocystis sp.] 
401580 

LIB3431-044-P1-N1-E10 



51515 



o 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g3618310 

308 

4.0e-28 

67 

91 

(AB001883) 



zinc finger protein [Oryza sativa] 



401581 

LIB3431-044-P1-N1-E11 

BLASTX 

gll5802 

170 

3.0e-12 

32 
97 

CHLOROPHYLL A-B BINDING PROTEIN 36 PRECURSOR (LHCII TYPE I 

CAB-36) (LHCP) >gi_100311_pir S21827 chlorophyll 

a/b-binding protein {cab-36) - common tobacco 
>gi_19827_emb_CAA41188_ (X58230) chlorophyll a/b binding 
protein [Nicotiana tabacum] 

401582 

LIB3431-044-P1-N1-E5 

BLASTN 

g20177 

150 

5.0e-79 

176 

97 

Rice cablR gene for light harvesting chlorophyll 
a/b-binding protein 

401583 

LIB3431-044-P1-N1-E8 

BLASTX 

g548605 

198 

l.Oe-15 

44 

89 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT X PRECURSOR 
(LIGHT-HARVESTING COMPLEX I 7 KD PROTEIN) (PSI-K) 

>gi_539055_pir ^A48527 photosystem I protein psaK precursor 

- barley >gi_304220 (L12707) photosystem I PSI-K subunit 
[Hordeum vulgare] 

401584 

LIB3431-044-P1-N1-F11 

BLASTX 

g3126854 

376 

4.0e-36 

71 
100 

(AF061577) chlorophyll a/b binding protein [Oryza sativa] 



51516 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401585 

LIB3431-044-P1-N1-F3 

BLASTN 

g20181 

76 

l.Oe-34 

118 

94 

Rice cab2R gene for light harvesting chlorophyll 
a/b-binding protein 



O c q . IN o . 




c^an Tn 
ooq. ±u 




Method 


BLASTX 


NCBI GI 


gl644427 


Djbfioi score 




E value 


o . ue— oz 


Match length 




^ iQeni,j_T,y 


0 u 


NCBI Description 


{U74610) glyoxalase II [Arabidopsis thaliana] 


beq. NO. 




oeq. lu 




Me tnoa 


■D T TV C m\7 

BLASTX 


NCBI GI 


gl617197 


BLAST score 


148 


E value 


2.0e-09 


Match length 


30 


% identity 


87 


NCBI Description 


(272488) CP12 [Nicotiana tabacum] 


Seq. No. 


401588 


Seq, ID 


LIB3431-044-P1-N1-F8 


Method 


BLASTN 


NCBI GI 


g2072554 


BLAST score 


209 


E value 


l.Oe-114 


Match length 


265 


% identity 


97 


NCBI Description 


Oryza sativa met allot hi onein- like protein itiRNA, 




cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401589 

LIB3431-044-P1-N1-F9 

BLASTX 

g2462750 

204 

6.0e-16 

58 
67 

(AC002292) Highly similar to auxin-induced protein 
(aldo/keto reductase family) [Arabidopsis thaliana] 



Seq. No 
Seq. ID 
Method 
NCBI GI 



401590 

LIB3431-044-P1-N1-G11 

BLASTX 

gll5787 



51517 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



389 

l.Oe-37 

75 

99 

CHLOROPHYLL A-B BINDING PROTEIN 2 PRECURSOR (LHCII TYPE I 

CAB-2) (LHCP) >gi_82461_pir S03706 chlorophyll a/b-binding 

protein 2R precursor - rice >gi_20182_errib_CAA32109_ 
{X13909) chlorophyll a/b-binding preprotein (AA -28 to 235) 
[Oryza sativa] 











O • J.LJ 














y luoz you 










E value 


3.0e-18 




Match length 


54 




•6 iuenii.iiiy 






iNt^bi uescripuion 


(UJ/4J/) PNILJ4 [Ipomoea 




Seq. No. 


401592 




Seq. ID 


LIB3431-044-P1-N1-G9 




Method 


BLASTX 




NCBI GI 


g2072555 




BLAST score 


307 




E value 


5.0e-28 




Match length 


55 




% identity 


98 




NCBI Description 


{AF001396) metallothione; 






>gi_6 10344 l_gb_AAFO 3603,: 






protein [Oryza sativa] 




Seq. No. 


401593 




Seq. ID 


LIB3431-044-P1-N1-H12 




Method 


BLASTX 



1 (AF147786) metallothionein-like 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4996602 
268 

2.0e-23 

71 

75 

{AB022273) thylakoid-bound ascorbate peroxidase [Nicotiana 
tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



401594 

LIB3431-044-P1-N1-H2 

BLASTN 

g2072726 

430 

O.Oe+00 

468 

98 

O. sativa itiRNA for Fd-GOGAT, partial, 
401595 

LIB3431-044-P1-N1-H3 

BLASTN 

g2570514 



clone OsGog2 



51518 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



250 

l.Oe-138 

281 

98 

Oryza sativa glycolate oxidase (GOX) mRNA, complete cds 
401596 

LIB34 31-044-P1-N1-H4 

BLASTN 

g218207 

255 

l.Oe-141 

278 

98 

Oryza sativa mRNA for the small subunit of 

ribulose-1, 5-bisphosphate carboxylase, complete cds, clone 

POSSS1139 

401597 

LIB3431-044-P1-N1-H5 

BLASTN 

g3126853 

89 

l.Oe-42 

116 

95 

Oryza sativa chlorophyll a/b binding protein (RCABP89) 
mRNA, nuclear gene encoding chloroplast protein, complete 
cds 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401598 

LIB3431-044-P1-N1-H6 

BLASTX 

gl32105 

293 

2.0e-26 

57 

96 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
{D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 

401599 

LIB3431-045-P1-K1-A1 

BLASTX 

g4680340 

429 

3.0e-42 

134 

68 

(AF128457) putative nucleolysin [Oryza sativa subsp. 



51519 



indica] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401600 

LIB3431-045-P1-K1-A10 

BLASTN 

g5441876 

106 

2.0e-52 

327 

35 

Oryza sativa genomic DNA, chromosome 2, clone : P0437H03 
(contig b) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401601 

LIB3431-045-P1-K1-A12 

BLASTX 

g4689380 

640 

5.0e-67 

139 

83 

{AF139465) LHCII type III chlorophyll a/b binding protein 
[Vigna radiata] 

401602 

LIB3431-045-P1-K1-A3 

BLASTX 

gl32105 

752 

4.0e-80 

160 

90 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) siaall chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi__2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401603 

LIB3431-045-P1-K1-A4 

BLASTX 

gl32105 

794 

5.0e-85 

168 

90 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208__dbj_BAA00538_ 
{D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 



51520 



sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 





O c= • IN (J • 


^ U X U U 1 




Seq. ID 


LIB3431-045-P1-K1-A5 




Method 


BLASTX 




NPRT (ZT 






J3J_Lrt.O i SGOI/S 


JO/ 






1 m USD! 






142 




^ iQenTZiuy 


Q 9 
OZ 




iNL.Di uesciTipizion 


^iiL/Uuoyiy; puTiaiiive rructose oispnospnane aiaoiasef 






r'\7'\~ /^T*\1 acTTiT FZkT'aV^'l H/^tnq i a ■HVial n anal 
L-Upj-ciollLXt^ |_i-iI.<iJJJ_U.w^o_Li3 LiXdULciXid. J 










Seq. ID 


LIB3431-045-P1-K1-A6 




Method 


BLASTX 






gz*t U / ZO 1 




nixftoi score 


0 14 




E value 


Z . ue— o / 




Match lenqth 


1D4 




-s identity 


yy 


rti 


NCBI Description 


{AF017363) ribulose 1, 5-bisphosphate carboxylase small 


Jz 




subunit [Oryza sativa] 


r:: 


Seq. No. 


401606 




Seq. ID 


LIB3431-045-P1-K1-A7 




Meiinoa 


ESLiAb 1 A 




JNUDl \jX 


go /lyoi 




BLAbU score 


Dl / 




E value 


z • ue oz 


F^: 


Match length 


1 Jl 




% identity 


oU 


Cj 


NCBI Description 


{D30763) ferredoxin [Oryza sativa] 




oeq. JNO . 


41 U 1 DU / 






T "^1 -n A R — PI -K1 -afi 




f* ^ 

IMC LllkjU 


XDiiTiO X A 






g± ±D / o f 




BLAST score 


654 




E value 


l.Oe-68 




Matcn lengtn. 


iZ / 




% identity 


Q Q 




NCHi Description 


CHLOROPHYLL A-B BINDING PROTEIN z PRECURSOR (LHCII TYPE I 






uajd— zj ^JLirn^irj -^gi oZ4di pir bUo/uo cnioropnyxi a/JO— oinaing 






protein 2R precursor - rice >gi 20182 emb CAA32109 






(Xljyuy) cnloropnyll a/b-binaing preprotem (AA -zo to zjo) 






[Oryza sativa] 




Seq. No. 


401608 




Seq. ID 


LIB3431-045-P1-K1-B1 




Method 


BLASTX 




NCBI GI 


g3885886 




BLAST score 


502 




E value 


8.0e-51 




Match length 


120 




% identity 


80 



51521 



WORT Fio c r* T ■O'h T /^Ti 


\Jn.£ \J y J \j ^ X } r\.XCoJS.C rtS O ^i-COU.J_ owX. ^XvJLC-Lli [WXy^cl oa.l — L V ct J 


beq. NO. 




Q/=>rr TPl 


JjXDOfiOX vJfiO rX jaX DXU 


rati LiiOvJ. 


JDJ_ifiO 1 /V 


NCBI GI 


g3549656 


BLAST score 


258 








Q1 
^X 








\t\Lj\J J J. ^ y *± J ^ LL l_cl U X V C ^I.(JLC_Lli cl.JL?_HJ.\J^O-Lo LiiclJ. _La.i id J 


beg. NO. 


4UlolU 




XXijOriOX UfiO ±rX 1\X r5Z 




IDXirlO 1 A. 


NCBI GI 


g2662343 


BLAST score 


464 


E value 


X . ue oo 


Ma.tch. length 


X4U 


% identity 


y / 


iNLyDi uescripT-ion 


^uooooX; iijr~i axpna L^ryza sauivaj 


beg* MO. 


4UlOll 


beg. ±u 


XiXl3j4oX U4 0 IT X i\X ti J 




RT HQTV 


NCBI GI 


g4914330 


BLAST score 


488 


E value 


4 , ue-4y 


Match length 


1 oi 
xzx 


% identity 


0 / 


iNv^rsx jjeibcxTipt ion 


^iiU-uuo^ 0 i? ; r X fliNii . X o [ Axaoxaops xs ii.naxxanaj 


Seq. No. 


4UXDX^ 


beq. lu 


1jXdJ4oX — U4 O — rX— x\X— b4 


TiAn "H o 


RT HCiTiY 


iM O X O X 


y xo ^ X u 


BLAST score 


302 


E value 


2.0e-27 


Match length 


58 


% identity 


98 


NCBI Description 


RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



{RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 

401613 

LIB3431-045-P1-K1-B5 

BLASTX 

g6056413 

595 

9.0e-62 
144 



51522 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



O 



81 

(AC009525) Unknown protein [Arabidopsis thaliana] 
401614 

LIB3431-045-P1-K1-B6 

BLASTX 

g2191152 

222 

8.0e-18 

117 

50 

(AF007269) A_IG002N01 . 31 gene product [Arabidopsis 
thaliana] 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401615 

LIB3431-045-P1-K1-B7 

BLASTX 

gl495768 

329 

2.0e-30 

149 

46 

(Z68506) 
(lEPllO) 



chloroplast inner envelope protein, 
[Pisum sativum] 



110 kO 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401616 

LIB3431-045-P1-K1-B8 

BLASTX 

gl32105 

690 

8.0e-73 

147 

89 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 

401617 

LIB3431-045-P1-K1-B9 

BLASTX 

g3169012 

485 

l.Oe-48 

123 

76 

(AJ002610) putative calmodulin binding transporter protein 
[Horde urn vulgar e] 



Seq. No. 
Seq. ID 
Method 



401618 

LIB3431-045-P1-K1-C1 
BLASTX 



51523 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



precursor - rice 

type I light-harvesting 



g320618 
356 

8.0e-34 

84 
81 

chlorophyll a/b-binding protein I 
>gi_218172_dbj_BAA00536_ {D00641) 
chlorophyll a/b-binding protein [Oryza sativa] 

>gi_227611_prf 1707316A chlorophyll a/b binding protein 1 

[Oryza sativa] 

401619 

LIB3431-045-P1-K1-C10 

BLASTX 

g3885894 

551 

l.Oe-56 

136 

80 

{AF093635) photosystem-1 H subunit G0S5 [Oryza sativa] 
401620 

LIB3431-045-P1-K1-C2 

BLASTX 

g444790 

255 - 

7,0e-22 

124 

52 

nucleotide translocator [Arabidopsis thaliana] 
401621 

LIB3431-045-P1-K1-C9 

BLASTN 

g2306980 

37 

7.0e-12 

41 

98 

Oryza sativa photosystem I antenna protein (Lhca) mRNA, 
complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401622 

LIB3431-045-P1-K1-D11 

BLASTX 

g2497903 

220 

9.0e-18 

59 

68 

METALLOTHIONEIN-LIKE PROTEIN TYPE 2 

>gi_1752831_dbj__BAA14038,l_ (D89931) metallothionein-like 
protein [Oryza sativa] >gi_1815628 (U43530) 
metallothionein-like type 2 [Oryza sativa] 



Seq. No. 
Seq. ID 



401623 

LIB3431-045-P1-K1-D12 



51524 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gll74780 

534 

l,0e-54 

113 

88 

TRYPTOPHAN SYNTHASE BETA CHAIN 2 PRECURSOR (ORANGE PERICARP 

2) >gi_320135_pir PQ0450 tryptophan synthase [EC 4,2,1.20) 

beta-2 chain precursor - maize (fragment) >gi_16857 4 
(M7 6685) tryptophan synthase beta-subunit [Zea mays] 



beg. NO, 


4 Uloz4 


oeq. xjj 






■RT aci'PV 


NCBI GI 


g5051771 


BLAST score 


293 


E value 


3.0e-26 


Match length 


96 


% identity 


66 


NCBI Description 


(AL078637) putative protein [Arabidopsis 


Seg. No. 


401625 


Seg. ID 


LIB3431-045-P1-K1-D5 


Method 


BLASTX 


NCBI GI 


gl32105 


BLAST score 


511 


E value 


6.0e-52 


Match length 


115 


% identity 


85 


NCBI Description 


RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL ■ 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



.IN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 

401626 

LIB3431-045-P1-K1-D6 

BLASTX 

g2072555 

175 

2,0e-12 

32 
100 

{AF001396) metallothionein-like protein [Oryza sativa] 
>gi_6103441_gb_AAF03603.1_ (AF147786) metallothionein-lilce 
protein [Oryza sativa] 

401627 

LIB3431-045-P1-K1-D8 

BLASTX 

gll5787 

717 

4.0e-76 



51525 



o • 

Match length 145 
% identity 96 

NCBI Description CHLOROPHYLL A-B BINDING PROTEIN 2 PRECURSOR (LHCII TYPE I 

CAB-2) (LHCP) >gi_82461__pir S03706 chlorophyll a/b-binding 

protein 2R precursor - rice >gi_20182_emb_CAA32109_ 
{X13909) chlorophyll a/b-binding preprotein (AA -28 to 235) 
[Oryza sativa] 



Seq. No. 


4016^0 


Seq, ID 


LIB3431-045-P1-K1-D9 


Method 


BLASTX 


NCBI GI 


g5803254 


BLAST score 


223 


E value 


4 .Oe-18 


Match length 


104 


% identity 


49 


NCBI Description 


(AP000399) ESTs C97429 (C60159) , D22427 (C11106) , 




AU078031 (E31854) , D15683 (C1084) correspond to a region of 




the predicted gene; hypothetical protein [Oryza sativa] 


Seq. No. 


401629 


Seq. ID 


LIB3431-045-P1-K1-E1 


Method 


BLASTX 


NCBI GI 


gl651828 


BLAST score 


222 


E value 


5.0e-18 


Match length 


150 


% identity 


40 


NCBI Description 


(D90900) dihydrolipoamide dehydrogenase [Synechocystis sp 


Seq. No. 


401630 


Seq. ID 


LIB34 31-04 5-Pl-Kl-Ell 


Method 


BLASTX 


NCBI GI 


g2244749 


BLAST score 


724 


E value 


0 . Ue- / / 


Match length 


161 


% identity 


82 


NCBI Description 


(Z97335) hydroxymethyltransf erase [Arabidopsis thaliana] 


Seq. No. 


401631 


Seq. ID 


LIB3431-045-P1-K1-E2 


Method 


BLASTX 


NCBI GI 


g21839 


BLAST score 


319 


E value 


2.0e-29 


Match length 


139 


% identity 


59 


NCBI Description 


(X57952) phosphoribulokinase [Triticum aestivum] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



401632 

LIB3431-045-P1-K1-E3 

BLASTX 

g4741942 

409 

8.0e-40 
120 



51526 



9r -i Hp-n+* 1 i" v 




NCBT DpspTiDi"ion 

-L T» \_^-L— ' -L. JU^ \^ JL .X. ^ J. V^Al^ 


fAF1341211 LhcaS nrotein rArabidon«;iq thalianal 


O C vj^ • LN *J • 


VJ X U J O 


Seq. ID 


LIB34 31-04 5-P1-K1-E4 

xixO'^iw'X \j ^ c J. r\.x LU^t 


Method 


BLASTX 


NCBI GI 


g3075488 


BLAST score 


429 


J_j V a. _L LlO 


2 Oe-42 




X u / 


0 -HJ.ciiL.Xu_y 


7 Q 




fAF0Sft7Q6^ r'hl p>TO"nVi\7l 1 /V^— Ir* Hr^H'i'nn" TM^r^^hPin ( Oy\7''7 ^ '^t'?^ 1 

^jT^I. KJ <^ \J I ^ \J } \^i.l.J-\J J-\jK/i.Ly J- X. CI/ kJ J_iHJ.XlXy kJXWL.CXli ]_ v^X V Ct O d L. -L V CI J 




4 01 

*a U X V J *± 


Seq* ID 


LTB3431-04 5-P1-K1-E6 


Method 


BLASTN 


NCBI GI 


g5042437 


BLAST score 


58 


111 V d-L KJL^ 


1 Op-23 




Q7 




QO 


NPRT nAc?r r "i nt "i on 


C)y"\T'7 ^ ^ 1" 1 TTP RAP* T" 4 QR^ 0 rrpn otn t q om i oti /~*o r'/^mn 1 o"t~ o q i oti r^P 


ocq • LMO . 


401 f^'^R 
ft U X ooo 


Se^a ID 


T.TR34 31 -04 S-P1 -K1 -FQ 


l ie L.11WU 


RT.A^TX 


lH\./1JX wX 


rrl ^1 72^ 
y X O X ^ ^ o 


BLAST score 


609 


F v^ilup 


3.0e-63 


Match length 


148 


% identity 


79 


INODX UooCxXptXOll 


PWTPlTnQVQTTM T DTPAPT^Tn'M PT?KTT'PT? QIT'nrTMTT' VT DT5T?r*rTD QHD ^ CTTTiriMT'T' 

irnUiUo lo iCjLYl X KHjA^^i IvjJN UrjlN i KiL oUJDUJNxi Ax rKHjlwUKoUK Vi^UDUiNxi 




V; ^^roi xij ^gi xuuduo pir Ajy/oy pnonosysxiein i lois. proTiem 




precursor — barley >gi 167087 {M61146) photosysteni I 




"KT^nh Pib 1 r* Tiyof'P'i ti rRrtT*/SpmT> ttit 1 rravol 

iljr^X WJ^lHi-'JJXO pXlu^Ut^Xll [_ riL/X V_1C ULLIL VLlX^^ClXCJ 




401 f.'^f, 

*i U X D O U 


Spa ID 


T.TR^4^1 -04 S-Pl -K1 -F1 

J-l-LlJj'±OX ITX IVX £ X 


Method 


BLASTX 


NCBI GI 


g3212852 


BLAST score 


523 


F T7:a 1 no 


fi • KjKi DO 


llcLL.^11 XC:liy L.li 


174 

X / ^ 


o xLit;iit_XLy 


60 


l^I^OX L/COO-I L^UX^ll 


\£\\^\J\J'±\J\JD ) UliJS.ilvJ Wil pxvJLcXIl '^-*^->-^^P^ X^ tllciXXcina. J 




401 ^"^7 
ft U X D J / 


Seq. ID 


T,TR'^4'^1 -04"^ — Pi -V\ -F1 1 

XiXOOlOX UraO ITX JaX TXX 


MpthnH 


i^xtr^kj 1 ^ 


NCBI GI 


g5733866 


BLAST score 


514 


E value 


3.0e-52 


Match length 


153 


% identity 


63 


NCBI Description 


(AC007932) Contains similarity to gb M734B8 



1-aminocyclopropane-l-carboxylate deaminase from 
Pseudomonas sp. ESTs gb_Z18033 and gb Z34214 come from 



51527 



this gene. [Arabidopsis thaliana] 



oeq* INO. 


A n'\ iZ'^Q 


Seq. ID 


LIB3431-045-P1-K1-F12 


Method 


BLASTN 


NCBI GI 


g2073379 


BLAST score 


165 


E value 


9. Oe-88 


Matcn lengrn 


o n o 


% identity 


95 


NCBI Description 


Rice CP26 mRNA, partial sequence 


beq. NO. 




Seq. ID 


LIB3431-045-P1-K1-F3 


Method 


BLASTX 


NCBI GI 


g31zooo4 


BLAST score 


751 


E value 


8.0e-82 


Matcn length 


156 


% identity 


97 


NCBI Description 


{AF061577) chlorophyll a/b binding protein 


Seq. No. 


401640 


Seq. ID 


LIB3431-045-P1-K1-F4 


Method 


BLASTX 


NCBI GI 


g3126854 


BLAST score 


613 


E value 


7.0e-64 


Match length 


117 


% identity 


99 


NCBI Description 


{AF061577) chlorophyll a/b binding protein 


beq. NO. 


40164 1 


beq. lu 


LIB34 ol-U4o-Pl-Kl-F6 


Method 


BLASTN 


NCBI GI 


g3618309 


BLAST score 


45 


E value 


3. Oe-16 


Match length 


65 


^ Identity 


94 


NCBI Description 


Oryza sativa mRNA for zinc finger protein. 




clone:E10707 


beq. NO. 




Seq. ID 


LIB3431-045-P1-K1-F8 


Method 


BLASTX 


NCBI GI 


g4587556 


BLAST score 


168 


E value 


8.0e-12 


Match length 


44 


% identity 


75 



NCBI Description 



Seq. No. 



(AC006577) Similar to gi_1653162 (p)ppGpp 
3-pyrophosphohydrolase from Synechocystis sp genome 
gb_D90911. EST gb_W43807 comes from this gene. 
[Arabidopsis thaliana] 

401643 



51528 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3431-045-P1-K1-F9 

BLASTX 

g5734636 

385 

5.0e-37 

138 
51 

(AP000391) Similar to putative lipase (AC006232) [Oryza 
sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401644 

LIB3431-045-P1-K1-G1 

BLASTX 

g2129538 

618 

2.0e-64 

132 

89 

AT103 protein - Arabidopsis thaliana >gi_1033195 (U38232) 
AT103 [Arabidopsis thaliana] 

401645 

LIB3431-045-P1-K1-G12 

BLASTX 

g3914603 

836 

6.0e-90 

161 

98 

RIBOLOSE BISPHOSPHATE CARBOXYLASE /OXYGENASE ACTIVASE, 
CHLOROPLAST PRECURSOR (RUBISCO ACTIVASE) >gi_1778414 
{U74321) ribulose-1, 5-bisphosphate carboxylase/oxygenase 
activase [Oryza sativa] 

401646 

LIB3431-045-P1-K1-G2 

BLASTX 

g3914603 

881 

4.0e-95 

169 
99 

RIBULOSE BISPHOSPHATE CARBOXYLASE /OXYGENASE ACTIVASE, 
CHLOROPLAST PRECURSOR (RUBISCO ACTIVASE) >gi_1778414 
(U74321) ribulose-1, 5-bisphosphate carboxylase/oxygenase 
activase [Oryza sativa] 

401647 

LIB3431-045-P1-K1-G3 

BLASTX 

g3928083 

522 

4.0e-53 

138 
70 

(ACG05770) unknown protein [Arabidopsis thaliana] 



51529 



beq. No. 


/I n 1 Q 




ij 1 D o 4 0 1 — U 4 3 — ir 1 —ivl —(aO 


Msthod. 


■DT 7\ QTV 

rSJ_LH.o i A 


NCBI GI 


g4006881 


BLAST score 


312 


E value 


/ . ue-o / 


Matcn lengtn 




-s Identity 


0 / 


NCBI Description. 


\iijy/\jt) puuaT-ive prouem [firaDiaopsis i,na±ianaj 


beq. No. 


/I m CAQ 

4 uio4 y 


beq. lu 


ij 1 JD J 4 0 1 U 4 O r 1 Jtvx (a O 


ixieunoa 


JD-biib 1 A 






BLAST score 


470 


E value 


5.0e-47 


Match length 


105 


%. identity 


90 


NCBI Description 


MITOCHONDRIAL LON PROTEASE HOMOLOG 1 PRECURSOR >gi 



(U85494) LONl protease [Zea mays] 



Seq. No. 


401650 


Seq. ID 


LIB34 31-04 5-P1-K1-G8 


Method 


BLASTX 


NCBI GI 


g2570515 


BLAST score 


244 


E value 


2.0e-21 


Match length 


92 


% identity 


68 


NCBI Description 


{AF022740) glycolate oxidase [Oryza sativa] 


Seq. No. 


401651 


Seq. ID 


LIB3431-045-P1-K1-H10 


Method 


BLASTX 


NCBI GI 


g3789952 


BLAST score 


207 


E value 


2.0e-16 


Match length 


41 


% identity 


95 


NCBI Description 


(AF094775) chlorophyll a/b-binding protein presursor 




sativa] 


Seq. No. 


401652 


Seq. ID 


LIB3431-045-P1-K1-H11 


Method 


BLASTN 


NCBI GI 


g2331130 


BLAST score 


222 


E value 


l.Oe-121 


Match length 


226 


% identity 


100 



NCBI Description Oryza sativa glycine-rich protein (OSGRPl) mRNA, complete 
cds 



Seq. No. 401653 

Seq. ID LIB3431-045-P1-K1-H12 

Method BLASTX 

NCBI GI g3510256 



51530 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



O 



282 

5.0e-25 

96 

58 

(AC005310) unknown protein [Arabidopsis thaliana] 
401654 

LIB3431-045-P1-K1-H2 

BLASTN 

g4097337 

335 

O.Oe+00 

406 

100 

Oryza sativa met allothionein- like protein mRNA^ complete 
cds 



Seq. No. 


401655 


Seq. ID 


LIB3431-045-P1-K1-H3 


Method 


BLASTX 


NCBI GI 


g5912299 


BLAST score 


354 


E value 


2.0e-33 


Match length 


83 


::%.^ identity 


84 


NCBI Description 


{AJ133787) gigantea h< 


Seq, No. 


401656 


Seq. ID 


LIB3431-045-P1-K1-H4 


Method 


BLASTX 


NCBI GI 


gll72977 


BLAST score 


311 


E value 


6,0e-56 


Match length 


145 


% identity 


80 


NCBI Description 


60S RIBOSOMAL PROTEIN 




ribosomal protein L18 


Seq. No. 


401657 


Seq. ID 


LIB3431-045-P1-K1-H5 


Method 


BLASTX 


NCBI GI 


gll70871 


BLAST score 


854 


E value 


5.0e-92 


Match length 


166 


% identity 


99 


NCBI Description 


MALATE OXIDOREDUCTASE, 



{ U157 4 1 ) cytoplasmic 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



CHLOROPLAST PRECURSOR (MALIC ENZYME) 
(ME) (NADP-DEPENDENT MALIC ENZYME) (NADP-ME) 

>gi_10767 49_pir S4 64 99 NADP-dependent malic enzyme - rice 

>gi_415315_dbj__BAA03949_ (D16499) NADP-dependent malic 
enzyme [Oryza sativa] 

401658 

LIB3431-045-P1-K1-H6 

BLASTX 

g3036949 

301 



51531 



E value 
Match length 
% identity 
NCBI Description 



O 



2.0e-27 

58 

100 

{AB012638) light harvesting chlorophyll a/b-binding protein 
[Nicotiana sylvestris] 



Seq, No. 
Seq. ID 
Method 



401659 

LIB3431-045-P1-N1-A10 
BLASTN 





g0414 io / D 


rSiiAbi score 




E value 


O.Oe+00 


Match length 


454 


^ xaentxty 


y 0 


NCBI Description 


Oryza sativa genomic 




(contig b) 


Seq. No. 


401660 


Seq. ID 


LIB34 31-04 5-P1-N1-A2 


Method 


BLASTX 


NCBI bl 


glu /lj4Uo 


BLAST score 


174 


E value 


2.0e-12 


Match length 


47 


% identity 


77 


NCBI Description 


ferredoxin [2Fe-2S] : 


Seq. No. 


401661 


Seq. ID 


LIB3431-045-P1-N1-A3 


Method 


BLASTX 


NCBI GI 


g347451 


BLAST score 


326 


E value 


3, Oe-30 


Match length 


61 


% identity 


100 


NCBI Description 


(L22155) ribulose 1,\ 




sativa] 


Seq. No. 


401662 


Seq. ID 


LIB3431-045-P1-N1-A4 


Method 


BLASTX 


NCBI GI 


g671740 


BLAoT score 




E value 


2.0e-27 


Match length 


57 


% identity 


100 


NCBI Description 


(X84730) ribulose-bij 




construct] 


Seq. No. 


401663 


Seq. ID 


LIB3431-045-P1-N1-A5 


Method 


BLASTX 


NCBI GI 


g5419990 


BLAST score 


204 


E value 


5.0e-16 


Match length 


66 


% identity 


62 



I - rice 



ribulose 1, 5-bisphosphate carboxylase [Oryza 



51532 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(AJ243524) putative f ructose-bisphosphate aldolase [Phleum 
pratense] 

401664 

LIB3431-045-P1-N1-A6 

BLASTX 

g347451 

207 

3.0e-16 
39 
100 

(L22155) 
sativa] 



ribulose 1, 5-bisphosphate carboxylase [Oryza 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401665 

LIB3431-045-P1-N1-A7 

BLASTN 

g5670155 

113 

l.Oe-56 

353 

88 

Oryza sativa subsp. japonica BAC clone 34K24, complete 
sequence 

401666 

LIB3431-045-P1-N1-A8 

BLASTX 

gll5791 

194 

8.0e-15 

44 

82 

CHLOROPHYLL A-B BINDING PROTEIN 2 PRECURSOR (LHCII TYPE I 

CAB-2) (LHCP) >gi_81770_pir S01961 chlorophyll a/b-binding 

protein 2 precursor - soybean >gi_1854 8_emb_CAA31418_ 
(X12980) chlorophyll a/b binding preprotein (AA -33 to 223) 
[Glycine max] 



Seq. No. 


401667 


Seq. ID 


LIB3431-045' 


Method 


BLASTX 


NCBI GI 


g3885886 


BLAST score 


163 


E value 


4.0e-ll 


Match length 


32 


% identity 


84 


NCBI Description 


(AF093631) : 


Seq. No. 


401668 


Seq. ID 


LIB3431-045 


Method 


BLASTX 


NCBI GI 


g3549656 


BLAST score 


177 


E value 


9.0e-13 


Match length 


75 


% identity 


45 



Rieske Fe-S precursor protein [Oryza sativa] 



51533 



o 



NCBI Description (AL031394) putative protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401669 

LIB3431-045-P1-N1-B12 

BLASTX 

g3892058 

267 

3.0e-23 

82 
56 

(AC002330) putative glutamate-/aspartate-binding peptide 
[Arabidopsis thaliana] 





4 U X D / U 


Seq. ID 


LIB3431-045-P1-N1-B2 


Method 


BLASTN 


NCBI GI 


g2662342 


BLAST score 


58 


E value 


7.0e-24 


Match length 


89 


% identity 


95 


NCBI Description 


Oryza sativa mRNA for 


Seq. No. 


401671 


Seq. ID 


LIB3431-045-P1-N1-B4 


Method 


BLASTX 


NCBI GI 


gl32105 


BLAST score 


302 


E value 


2.0e-27 


Match length 


58 


% identity 


98 


NCBI Description 


RIBULOSE BISPHOSPHATE 



-1 alpha, complete cds 



RBOXYLASE SMALL CHAIN C PRECURSOR 

{RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
{D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 150825 6A ribulose bisphosphate 

carboxylase S [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401672 

LIB3431-045-P1-N1-B8 

BLASTX 

g671740 

277 

2.0e-24 

53 

100 

(X84730) ribulose-bisphosphate carboxylase [synthetic 
construct] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



401673 

LIB3431-045-P1-N1-C1 

BLASTN 

g2306980 

50 



51534 



E value 


3.0e-19 


Match length 


70 


% identity 


93 


NCBI Description 


Oryza sativa photosystem ! 




complete cds 


Seq. No, 


401674 


Seq. ID 


LIB3431-04O-P1-N1-C1U 


Method 


BLASTX 


NCBI GI 


g3885894 


BLAST score 


213 


E value 


5 . Oe-17 


Match length 


66 


% identity 


65 


NCBI Description 


(AFu93dod) pnotosystem-1 J 


Seq. No. 


401675 


Seq. ID 


LIB3431-045-P1-N1-C12 


Method 


BLASTN 


NCBI GI 


g20181 


BLAST score 


79 


E value 


3.0e-36 


Match length 


107 


% identity 


93 


NCBI Description 


Rice cab2R gene for light 




a/b-binding protein 


Seq. No. 


401676 


Seq. ID 


LIB3431-045-P1-N1-C9 


Method 


BLASTN 


NCBI GI 


g2306980 


BLAST score 


87 


E value 


4.0e-41 


Match length 


175 


% identity 


86 


NCBI Description 


Oryza sativa photosystem 




complete cds 


Seq. No. 


401677 


Seq. ID 


LIB34 31-04 5-Pl-Nl-DlO 


Method 


BLASTX 


NCBI GI 


gl835731 


BLAST score 


359 


E value 


4 .Oe-34 


Match length 


80 


% identity 


88 


NCBI Description 


(U86018) photosystem II 1 


Seq. No. 


401678 


Seq. ID 


LIB3431-045-P1-N1-D11 


Method 


BLASTN 


NCBI GI 


gl815627 


BLAST score 


137 


E value 


7.0e-71 


Match length 


137 



H subunit G0S5 [Oryza sativa] 



mRNA, 



% identity 

NCBI Description 



100 

Oryza sativa metallothionein-like type 2 (OsMT-2) mRNA, 



51535 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



complete cds 
401679 

LIB3431-045-P1-N1-D3 

BLASTN 

g3789953 

228 

l.Oe-125 

268 

96 

Oryza sativa chlorophyll a/b-binding protein precursor 
{Cab26) mRNA, nuclear gene encoding chloroplast protein, 
complete cds 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401680 

LIB3431-045-P1-N1-D5 

BLASTX 

g671740 

326 

3.0e-30 

61 

100 

{X84730) ribulose-bisphosphate carboxylase [synthetic 
construct] 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401681 

LIB34 31-045-P1-N1-D6 

BLASTN 

g2072554 

392 

O.Oe+00 

407 

99 

Oryza sativa metallothionein-like protein mRNA, 
cds 



complete 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401682 

LIB3431-045-P1-N1-D8 

BLASTX 

gll5787 

403 

3.0e-39 

76 

100 

CHLOROPHYLL A-B BINDING PROTEIN 2 PRECURSOR (LHCII TYPE I 

CAB-2) (LHCP) >gi_82461_pir S03706 chlorophyll a/b-binding 

protein 2R precursor - rice >gi_20182_emb_CAA32109_ 

(X13909) chlorophyll a/b-binding preprotein (AA -28 to 235) 

[Oryza sativa] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



401683 

LIB3431-045-P1-N1-E11 

BLASTX 

g2274988 

291 

4.0e-26 
74 



51536 



% identity 

NCBI Description 



76 

(AJ000226) partial sequence, homology to serine 
hydroxymethyltransferases [Hordeum vulgare] 



Seq. No. 


401684 


beq. lU 


T TTi'^A "^1 —flAR — PI —"Ml — TT"^ 


Method 


rsLAbiA 




g4 / 4 xy4Z 


jBij/io i score 


ft o J' 


E value 


z . ue 4 J 


Match length 


1 T 1 

111 


"6 loenLiT-y 


7 




^ ri£ J. jr± J. ^ i J iJii^CU ^J_Wl_C_Lii 


Seq. No. 


401685 


Seq, ID 


LIB3431-045-P1-N1-E4 


Method 


DliAo IN 


NCBI GI 


goU / 04o / 


BLAST score 


"31/1 

ol4 


E value 


1 . ue-1 / b 


Match length 


-514 


% identity 


100 


NCBI Description 


Oryza sativa chlorophyll 




nitvLvA^ COIup±©tc CUo 


Seq. No. 


401686 


Seq. ID 


LIB3431-045-P1-N1-E5 


Method 


BLASTX 


NCBI GI 


g461812 


BLAST score 


298 


E value 


6.0e-27 


Match length 


88 


% identity 


56 



NCBI Description 



CYTOCHROME P450 72A1 (CYPLXXII) (PROBABLE 
GERANIOL-IO-HYDROXYLASE) (GEIOH) >gi_167484 (L10081) 
Cytochrome P-450 protein [Catharanthus roseus] 

>gi_445604_prf 1909351A cytochrome P450 [Catharanthus 

roseus] 



Seq. No. 


401687 


Seq. ID 


LIB3431-045-: 


Method 


BLASTN 


NCBI GI 


g5042437 


BLAST score 


135 


E value 


l.Oe-69 


Match length 


196 


% identity 


92 


NCBI Description 


Oryza sativa 


Seq. No. 


401688 


Seq. ID 


LIB3431-045- 


Method 


BLASTX 


NCBI GI 


gll5813 


BLAST score 


257 


E value 


4.0e-22 


Match length 


61 


% identity 


82 



-N1-E6 



sequence, complete sequence 



51537 



NCBI Description 



CHLOROPHYLL A-B BINDING PROTEIN 8 PRECURSOR (LHCI TYPE III 
CAB-8) >gi_19182_einb_CAA33330_ {X15258) Type III 
chlorophyll a/b-binding protein [Lycopersicon esculentiom] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401689 

LIB3431-045-P1-N1-E8 

BLASTX 

g3789954 

357 

7.0e-34 

66 

100 

(AF094776) chlorophyll a/b-binding protein precursor [Oryza 
sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



401690 

LIB3431-045-P1-N1-E9 

BLASTX 

gl31225 

256 

4.0e-22 

56 

82 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT XI PRECURSOR (SUBUNIT 

V) (PSI-L) >gi_100605_pir A39759 photosystem I 18K protein 

precursor - barley >gi_167087 (M61146) photosystera I 
hydrophobic protein [Hordeum vulgare] 

401691 

LIB3431-045-P1-N1-F1 

BLASTX 

g3212852 

309 

3.0e-28 

80 

66 

{AC004005) unknown protein [Arabidopsis thaliana] 
401692 

LIB3431-045-P1-N1-F11 

BLASTX 

g5733866 

343 

3.0e-32 

86 

69 

{AC007932) Contains similarity to gb_M73488 
1-aminocyclopropane-l-carboxylate deaminase from 
Pseudomonas sp, ESTs gb_Z18033 and gb_Z34214 come from 
this gene. [Arabidopsis thaliana] 

401693 

LIB3431-045-P1-N1-F12 

BLASTN 

g2073379 

184 

4.0e-99 



51538 



Match length 


203 


% identity 


98 


NCBI Description 


Rice CP26 mRNA, partial sequence 


Seq. No. 


401694 


Seq. ID 


T-rnOyiOt Pt A C "Ol 'KTl 

LIBo4o1-U4d— irl-iN J.-r O 


Method 


BLASTX 


NCBI GI 


g3126854 


BLAST score 


294 


E value 


2 . Oe-26 


Match length 


57 


% identity 


98 


NCBI Description 


(AF061577) cnloropnyll a/D Dinamg proizein 


Seq. No. 


401695 


Seq. ID 


LlBo4ol— U4 0 — r X— Ml~r 4 


Method 


BLASTX 


NCBI GI 


g3126854 


BLAST score 


192 


E value 


5 . Qe-19 


Match length 


61 


% identity 


89 

(AF0d1577) chloropnyll a/D Dinamg prorem 


NCBI Description 


Seq. No. 


401696 


Seq. ID 


LIB3431-045-Pl-Nl-Fy 


Method 


BLASTX 


NCBI GI 


g5734636 


BLAST score 


180 


E value 


4.0e-13 


Match length 


48 


% identity 


65 


NCBI Description 


(AP000391) Similar to putative lipase (ACQi 




sativa] 


Seq. No. 


401697 


Seq. ID 


LIB3431-045-P1-N1-G1 


Method 


BLASTX 


NCBI GI 


gl052960 


BLAST score 


348 


E value 


8 . Oe-33 


Match length 


79 


% identity 


86 


NCBI Description 


(U37437) PNIL34 [ipomoea niij 


Seq. No. 


401698 


Seq. ID 


LIB3431-04o-Pl-Nl-Gl^ 


Method 


BLASTX 


NCBI GI 


gl67097 


BLAST score 


151 


E value 


6.0e-17 


Match length 




% identity 


88 


NCBI Description 


(M55449) ribulose 1, 5-bisphosphate carboxy 




[Hordeum vulgare] 


Seq. No. 


401699 ■ 



[Oryza 



51539 



beq. ID 


UfiO rX iNX 


Method 


bLAblA 


NCBI GI 


gib /Uy / 


BLAST score 


151 


E value 


7.0e-15 


Match lengtn 


A n 
4 / 


% identity 


Q 1 

yi 


NCBI Description 


(Moo44yj riDUlose i, o— oxspnospnaue carooxyxase acL.xvat>e 




[noraeuiii vuxgaxej 


Seq. No. 


4Ux / UU 


beq. jlu 


XiXlJOriOX UriJ irJ. LNX OU 


Method 


PT aC!TV 


NCBI GI 


goyi4uuo 


BLAST score 


328 


E value 


2.0e-30 


Match length 


/ J 


% identity 


Q Q 


NCBI Description 


T^/r-rrnr\/^Tjr\'Mn'DT AT 1 rwi 'D'Di^'T'TrTiCT? UAMAT 1 PPTTPTTPQnP "^rrT 1 fil f^'' 
MIxUCnUNUKlAL LUN rKUirjAbHj nUlYlUljUU X rKiljL^UKoUis. -^gx xoxo. 


lucS04y4ij xuinx protease [iica iiLciybj 


Seq. No. 


4Ui / UX 


beq. lu 


XiXJd J4 ox U^O^rX iNX**(ao 


Method 


BLAbxN 


NCBI GI 


g2570514 


BLAST score 


206 


E value 


1 . ue-ii^ 


Match length 


326 


% identity 


91 


NCBI Description 


uryza sauxva gxycoxane oxxoase ^laUAj luixiMri./ coiupxcLti ouo 


Seq. No. 


yi n 1 TOO 
4U1 /U^ 


Seq. ID 


ijXrSo4 Ol — U4 O — r i"-lNX — nXU 


Method 


■QT 7\ CTTNT 

JDXiiib iiN 


NCBI GI 


g3789951 


BLAST score 


77 


E value 


2.0e-35 


Match length 


105 


% identity 




NCBI Description 


Oryza sativa chlorophyll a/b-binding protein presursor 




(oaD^/; iriKNAf nucxear gene encoaxng cnxoropxasu piroLexiii 




complete cds 


Seq. No. 


401 /U J 


Seq. ID 


LXbo4ol-u4 O-rl— JNl-nZ 


Method 


BLASTN 


NCBI GI 


g4105602 


BLAST score 


343 


E value 


(J . ue+uU 


Match length 


371 


% identity 


yy 


inujjX uescrxptioii 


dT\7'7^ c;a+-T-t7=i moi" A 1 T ni"]n 1 nn(=' "i n ^MT{=^ rrprip ponrol pts cds 


Seq. No. 


401704 


Seq. ID 


LIB3431-045-P1-N1-H3 


Method 


BLASTN 


NCBI GI 


g5912298 



51540 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq* No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



45 

5.0e-16 

59 

95 

Oryza sativa mRNA for gigantea homologue, partial 
401705 

LIB3431-045-P1-N1-H4 

BLASTX 

gll72977 

327 

2.0e-30 

69 

87 

60S RIBOSOMAL PROTEIN L18 >gi_606970 (U15741) cytoplasmic 
ribosomal protein L18 [Arabidopsis thaliana] 

401706 

LIB3431-045-P1-N1-H6 

BLASTX 

g3036951 

301 

2.0e-27 

58 

100 

(AB012639) light harvesting chlorophyll a/b-binding protein 
[Nicotiana sylvestris] 

401707 

LIB3431-046-P1-K1-A1 

BLASTX 

gl353352 

483 

l.Oe-48 

149 

57 

(U31975) alanine aminotransferase [Chlamydomonas 
reinhardtii] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



401708 

LIB3431-046-P1-K1-A10 

BLASTX 

g6006363 

288 

7.0e-26 

58 

98 

(AP000559) ESTs AU078183 (C62904) ,C73912 (E21020) correspond 
to a region of the predicted gene.; Similar to water stress 
inducible protein {U74296) [Oryza sativa] 

401709 

LIB3431-046-P1-K1-A11 

BLASTX 

g4105561 

684 

3.0e-72 



51541 



Match length 139 
% identity 97 

NCBI Description (AF047444) ribulose-5-phosphate-3-epimerase [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401710 

LIB3431-04 6-P1-K1-A12 

BliASTX 

gll5787 

438 

3.0e-43 

106 
85 

CHLOROPHYLL A-B BINDING PROTEIN 2 PRECURSOR (LHCII TYPE I 

CAB-2) (LHCP) >gi_82461_pir S03706 chlorophyll a/b-binding 

protein 2R precursor - rice >gi_20182__einb_CAA32109_ 

{X13909) chlorophyll a/b-binding preprotein (AA -28 to 235) 

[Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401711 

LIB3431-04 6-P1-K1-A3 

BLASTX 

g320618 

465 

l.Oe-46 

108 

83 

chlorophyll a/b-binding protein I precursor - rice 
>gi_218172_dbj_BAA00536_ {D00641) type I light -harvesting 
chlorophyll a/b-binding protein [Oryza sativa] 

>gi_227 611_prf 1707316A chlorophyll a/b binding protein 1 

[Oryza sativa] 



Seq. No. 


401712 


Seq. ID 


LIB3431-04 6-P1-K1-A4 


Method 


BLASTX 


NCBI GI 


g2288969 


BLAST score 


422 


E value 


2.0e-41 


Match length 


122 


% identity 


70 


NCBI Description 


(Y12862) glutathione transferase 


Seq. No. 


401713 


Seq. ID 


LIB3431-04 6-P1-K1-A6 


Method 


BLASTX 


NCBI GI 


g320618 


BLAST score 


712 


E value 


2.0e-75 


Match length 


159 


% identity 


86 


NCBI Description 


chlorophyll a/b-binding protein 



>gi_218172__dbj_BAA00536_ (D00641) type I light-harvesting 
chlorophyll a/b-binding protein [Oryza sativa] 

>gi_227 611_prf 1707316A chlorophyll a/b binding protein 1 

[Oryza sativa] 



Seq. No. 



401714 



51542 



Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
■NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3431-046-P1-K1-A7 

BLASTX 

g3075488 

545 

5.0e-56 
107 
98 

{AF058796) 



chlorophyll a/b-binding protein [Oryza sativa] 



401715 

LIB3431-046-P1-K1-A8 

BLASTX 

gl00454 

627 

2.0e-65 

154 

77 

photosystem II oxygen-evolving complex protein 1 - potato 
>gi_809113_emb_CAA35601_ (X17578) 33kDa precursor protein 
of oxygen-evolving complex [Solanum tuberosum] 

401716 

LIB3431-046-P1-K1-B10 

BLASTX 

g6093830 

155 

2.0e-10 

37 

81 

PHOTOSYSTEM II CORE COMPLEX PROTEINS PSBY PRECURSOR (L-AME) 
[CONTAINS: PHOTOSYSTEM II PROTEIN PSBY-1; KD PHOTOSYSTEM II 
PROTEIN PSBY-2] >gi_3337435 (AF060198) PsbY precursor; 
putative photosytem II peptide [Spinacia oleracea] 

401717 

LIB3431-046-P1-K1-B11 

BLASTX 

g82080 

433 

9.0e-43 

124 

67 

chlorophyll a/b-binding protein type III precursor - tomato 

>gi_226872__prf 1609235A chlorophyll a/b binding protein 

[Lycopersicon esculentum] 

401718 

LIB3431-046-P1-K1-B12 

BLASTX 

g3395439 

266 

4.0e-23 

81 

62 

{AC004683) hypothetical protein [Arabidopsis thaliana] 



Seq, No. 



401719 



51543 



Seq. ID 




Method 


BLASTN 


NCBI GI 


g4959460 


BLAST score 


37 


E value 


2 . Oe-ll 


Match length 


o 1 


% identity 


100 


NCBI Description 


Zea mays 


Seq, No. 


401720 


Seq. ID 


LlBo4ol-' 


Method 


BLASTX 


NCBI GI 


g4138290 


BLAST score 


582 


E value 


o . ue— OU 


Match length 


TOO 


% identity 


85 


NCBI Description 


/ 7\ tcs n c o >i 
(AJ UUOo4 


Seq. No. 


401721 


Seq. ID 




Method 


"DT A CTV 


NCBI GI 


— iro QQ ^r/i 


BLAST score 


410 


E value 


6.0e-40 


Match length 


86 


% identity 


97 


NCBI Description 


histone 



thioredoxin M [Oryza sativa] 



-K1-B8 



(X82362; 



H2B - garden asparagus >gi_563329_emb_CAA57778_ 
histone 2B [Asparagus officinalis] 



Seq. No. 


401722 


Seq. ID 


LIB3431-046-P1-K1-B9 


Method 


BLASTX 


NCBI GI 


g4680212 


BLAST score 


163 


E value 


3. Oe-ll 


Match length 


52 


% identity 


62 


NCBI Description 


(AF114171) hypothetical 


.Seq. No, 


401723 


Seq. ID 


LIB3431-046-P1-K1-C12 


Method 


BLASTX 


NCBI GI 


gl31225 


BLAST score 


565 


E value 


3.0e-58 


Match length 


119 


% identity 


91 


NCBI Description 


PHOTOSYSTEM I REACTION ^ 



TRE SUBUNIT XI PRECURSOR (SUBUNIT 

V) (PSI-L) >gi_100605_pir ^A39759 photosystem I 18K protein 

precursor - barley >gi_167087 (M61146) photosystem I 
hydrophobic protein [Hordeum vulgare] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



401724 

LIB3431-04 6-P1-K1-C2 

BLASTX 

g671740 



51544 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq* ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



583 

2.0e-60 

109 

98 

(X84730) ribulose-bisphosphate carboxylase [synthetic 
construct] 

401725 

LIB3431-046-P1-K1-C4 

BLASTX 

g2072555 

237 

9.0e-20 

44 

100 

{AF001396) metallothionein-like protein [Oryza sativa] 
>gi_61034 41_gb_AAF03603.1_ (AF147786) metallothionein-like 
protein [Oryza sativa] 

401726 

LIB3431-046-P1-K1-C6 

BLASTN 

g3377792 

76 

4.0e-35 

95 

96 

Oryza sativa ribulose-1, 5-bisphosphate 

carboxylase /oxygenase act i vase (rca) mRNA, complete cds 
401727 

LIB3431-046-P1-K1-C7 

BLASTX 

gl32105 

632 

4.0e-66 
137 
8 8 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68 094__pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
{D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 

401728 

LIB3431-046-P1-K1-C8 

BLASTX 

gl617197 

293 

2.0e-26 

76 
74 

[Z72488) CP12 [Nicotiana tabacum] 



51545 



Seq. No, 401729 

Seq, ID LIB3431-046-P1-K1-C9 

Method BLASTN 

NCBI GI gll957 

BLAST score 83 

E value 3.0e-39 

Match length 127 

% identity 4 6 

NCBI Description Rice complete chloroplast genome 
401730 

LIB3431-04 6-P1-K1-D11 
BLASTX 
gll5794 
826 

9,0e-89 
161 
95 

CHLOROPHYLL A-B BINDING PROTEIN 13 PRECURSOR [LHCII TYPE 

III CAB-13) >gi_72748_pir CDT033 chlorophyll a/b-binding 

protein type III precursor (cab-13) - tomato 
>gi_19277_emb_CAA42818_ (X60275) LHCII type III 
[Lycopersicon esculentum] 

401731 

LIB3431-04 6-P1-K1-D12 
BLASTX 
g3377841 
453 

3.0e-45 
107 
82 

(AF075598) contains similarity to phosphof ructokinases 
(Pfam; PFK.hmm, score; 36.60) [Arabidopsis thaliana] 

Seq. No. 401732 

Seq. ID LIB3431-046-P1-K1-D2 

Method BLASTX 

NCBI GI g4099148 

BLAST score 551 

E value l.Oe-56 

Match length 140 

% identity 81 

NCBI Description (U84268) YLP [Hordeum vulgare] 

Seq. No. 401733 

Seq. ID LIB3431-046-P1-K1-D3 

Method BLASTX 

NCBI GI g5668608 

BLAST score 362 

E value 2.0e-34 

Match length 148 

% identity 48 

NCBI Description (AF115334) MenG [Pseudomonas fluorescens] 

Seq. No. 401734 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Lj Seq. No. 
1-:^^ Seq. ID 
ffl Method 

NCBI GI 
r .^ BLAST score 

^ E value 
C Match length 

% identity 
fi NCBI Description 



51546 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



€1 



LIB3431-046-P1-K1-D6 

BLASTX 

g2072555 

175 

l.Oe-12 

32 
100 

(AF001396) metallothionein-like protein [Oryza sativa] 
>gi_6103441_gb_AAF03603.1_ (AF14778 6) metallothionein-like 
protein [Oryza sativa] 



Seq. No. 


401735 


Seq. ID 


LIB3431-046-P1-K1-D8 


Method 


BLAbiA 


NCBI GI 


gl519249 


BLAST score 


697 


E value 


l.Oe-73 


Match length 


146 


% identity 


95 


NCBI Description 


(U65956) GF14-b protein 


Seq. No. 


401736 


Seq. ID 


LIB3431-046-P1-K1-D9 


Method 


BLASTX 


NCBI GI 


g5738522 


BLAST score 


180 


E value 


2.0e-13 


Match length 


50 


% identity 


72 


NCBI Description 


{AL109846) putative pre-] 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401737 

LIB3431-046-P1-K1-E1 

BLASTX 

g417260 

381 

l.Oe-36 

121 

64 

LIGHT REGULATED PROTEIN PRECURSOR >gi_422003_pir ^333632 

lirl protein - rice >gi_20263_einb_CAA48706_ (X68807) 
light-regulated gene [Oryza sativa] 

401738 

LIB3431-04 6-P1-K1-E12 

BLASTX 

gll5787 

540 

2.0e-55 

123 
8 8 

CHLOROPHYLL A-B BINDING PROTEIN 2 PRECURSOR (LHCII TYPE I 

CAB-2) (LHCP) >gi_82461_pir S03706 chlorophyll a/b-binding 

protein 2R precursor - rice >gi_20182_emb__CAA32109_ 
(X13909) chlorophyll a/b-binding preprotein {AA -28 to 235) 
[Oryza sativa] 



51547 



Seq. No. 

Seg. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401739 

LIB3431-046-P1-K1-E2- 

BLASTX 

gl31225 

607 

4.0e-63 

127 

92 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT XI PRECURSOR (SUBUNIT 

V) (PSI-L) >gi_100605_pir ^A39759 photosystem I 18K protein 

precursor - barley >gi_167087 (M61146) photosystem I 
hydrophobic protein [Hordeum vulgare] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401740 

LIB3431-04 6-P1-K1-E3 

BLASTX 

g6063542 

681 

8.0e-72 

135 

100 

(AP000615) EST C74302 {E30840 ) corresponds to a region of 
the predicted gene.; similar to glyceraldehyde-3-phosphate 
dehydrogenase. {M64118) [Oryza sativa] 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401741 

LIB3431-046-P1-K1-E5 

BLASTX 

gl31205 

17 8 

9.0e-13 

36 

100 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT VIII (PSI-I) 

>gi_72677_pir ^AIRZI photosystem I protein psal - rice 

chloroplast >gi_11996__emb_CAA33957_ CX15901) 0RF36 [Oryza 

sativa] >gi_226617_prf 1603356AP photosystem I small 

peptide [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401742 

LIB3431-046-P1-K1-E6 

BLASTX 

g4530126 

236 

2.0e-19 

90 

51 

(AF078082) receptor-like protein kinase homolog RK20-1 
[Phaseolus vulgaris] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



401743 

LIB3431-046-P1-K1-E7 

BLASTX 

g3334333 

422 

l.Oe-41 



51548 



Match length 

% identity 

NCBI Description 



Seq. No* 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 



€1 

103 
76 

SUPEROXIDE DISMUTASE-2 [CU-ZN] >gi_2660798 (AF034832) 
cytosolic copper/ zinc superoxide dismutase 
[Mesembryanthemum crystallinum] 

401744 

LIB3431-046-P1-K1-E8 

BLASTX 

g3789954 

563 

4.0e-58 

120 

88 

(AF09477 6) chlorophyll a/b-binding protein precursor [Oryza 
sativa] 

401745 

LIB3431-046-P1-K1-E9 

BLASTX 

g4587556 

284 

2.0e-25 

103 

53 

(AC006577) Similar to gi_1653162 (p)ppGpp 
3-pyrophosphohydrolase from Synechocystis sp genome 
gb_D90911. EST gb_W43807 comes from this gene. 
[Arabidopsis thaliana] 

401746 

LIB3431-04 6-P1-K1-F1 

BLASTX 

gll5787 

529 

5.0e-54 

121 

88 

CHLOROPHYLL A-B BINDING PROTEIN 2 PRECURSOR (LHCII TYPE I 

CAB-2) (LHCP) >gi_82461_pir S03706 chlorophyll a/b-binding 

protein 2R precursor - rice >gi_20182_emb_CAA32109_ 
{X13909) chlorophyll a/b-binding preprotein (AA -28 to 235) 
[Oryza sativa] 

401747 

LIB3431-04 6-P1-K1-F11 

BLASTX 

g3345477 

707 

7.0e-75 

151 

90 

(AB016283) carbonic anhydrase [Oryza sativa] 
401748 

LIB3431-046-P1-K1-F3 
BLASTX 



51549 



NCBI GI g4415940 

BLAST score 249 

E value 3.0e-21 

Match length 103 

% identity 49 

NCBI Description {AC006418) hypothetical protein [Arabidopsis thaliana] 

Seq. No. 401749 

Seq. ID LIB3431-046-P1-K1-F4 

Method BLASTX 

NCBI GI g82080 

BLAST score 412 

E value 3.0e-40 

Match length 117 

% identity 68 

NCBI Description chlorophyll a/b-binding protein type III precursor - tomato 

>gi_226872_prf 1609235A chlorophyll a/b binding protein 

[Lycopersicon esculentum] 

Seq. No. 401750 

Seq. ID LIB3431-046-P1-K1-F5 

Method BLASTX 

NCBI GI gl835731 

BLAST score 507 

E value 2.0e-51 

Match length 123 

% identity 81 

NCBI Description {U86018) photosystem II 10 kDa polypeptide [Oryza sativa] 

Seq. No. 401751 

Seq. ID LIB3431-046-P1-K1-F6 

Method BLASTX 

NCBI GI g4512125 

BLAST score 178 

E value 6.0e-13 

Match length 32 

% identity 100 

NCBI Description (AF133340) putative chlorophyll a/b-binding protein 
[Phalaenopsis sp. 'KCbutterfly' ] 

Seq. No. 401752 

Seq. ID LIB3431-046-P1-K1-F8 

Method BLASTX 

NCBI GI g3914603 

BLAST score 680 

E value l.Oe-71 

Match length 131 

% identity 99 

NCBI Description RIBULOSE BISPHOSPHATE CARBOXYLASE /OXYGENASE ACTIVASE, 
CHLOROPLAST PRECURSOR (RUBISCO ACTIVASE) >gi_1778414 
(U74321) ribulose-1, 5-bisphosphate carboxylase/oxygenase 
activase [Oryza sativa] 

Seq. No. 401753 

Seq. ID LIB3431-046-P1-K1-G1 

Method BLASTX 

NCBI GI g3789952 




51550 



€1 

BLAST score 612 
E value l.Oe-63 
Match length 121 
% identity 93 
NCBI Description {AF094775) chlorophyll a/b-binding protein presursor [Oryza 
sativa] 




Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401754 

LIB3431-04 6-P1-K1-G10 

BLASTX 

gl32105 

660 

2.0e-69 
141 
8 9 

RIBULOSE BIS PHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
{D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_22637 5_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401755 

LIB3431-04 6-P1-K1-G11 

BLASTX 

g3914470 

311 

6.0e-37 

115 

71 

PHOTOSYSTEM II 10 KD POLYPEPTIDE PRECURSOR 
>gi_1321868_emb_CAA66373_ (X97771) lOkD PSII protein 
[Hordeum vulgare] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401756 

LIB3431-046-P1-K1-G12 

BLASTX 

g82080 

438 

2.0e-44 

138 

68 

chlorophyll a/b-binding protein type III precursor - tomato 

>gi_226872_prf 1609235A chlorophyll a/b binding protein 

[Lycopersicon esculentum] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



401757 

LIB3431-046-P1-K1-G3 

BLASTX 

gl31388 

352 

3.0e-33 

120 

65 



51551 



NCBI Description OXYGEN- EVOLVING ENHANCER PROTEIN 1 PRECURSOR (OEEl) (33 KD 
SUBUNIT OF OXYGEN EVOLVING SYSTEM OF PHOTOSYSTEM II) (33 KD 

THYLAKOID MEMBRANE PROTEIN) >gi_100831_pir S16260 

photosystem II oxygen-evolving complex protein 1 - common 
wheat X Sanduri wheat >gi_21844_emb_CAA40670_ (X57408) 
33kDa oxygen evolving protein of photosystem II [Triticum 
aestivum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401758 

LIB3431-046-P1-K1-G6 

BLASTN 

g6006355 

108 

8.0e-54 

164 

100 

Oryza sativa genomic 



DNA, chromosome S, clone : P04 93C11 



401759 

LIB3431-046-P1-K1-G8 

BLASTX 

g2499417 

467 

l.Oe-46 

111 
80 

GLYCINE CLEAVAGE SYSTEM H PROTEIN 

>gi_1085826_pir S49248 H-protein 

>gi_547558_emb_CAA85761_ (Z37524) 
anomala] 



PRECURSOR 

- Flaveria anomala 
H-protein [Flaveria 



Seq. No. 401760 

Seq. ID LIB3431-046-P1-K1-G9 

Method BLASTX 

NCBI GI g4469020 

BLAST score 602 

E value 2.0e-62 

Match length 132 

% identity 86 

NCBI Description (AL035602) putative protein (fragment) [Arabidopsxs 
thaliana] 



Seq. No, 401761 

Seq, ID LIB3431-046-P1-K1-H1 

Method BLASTX 

NCBI GI gll5787 

BLAST score 544 

E value 9.0e-56 

Match length 124 

% identity 88 

NCBI Description CHLOROPHYLL A-B BINDING PROTEIN 2 PRECURSOR (LHCII TYPE I 

CAB-2) (LHCP) >gi_82461_pir S03706 chlorophyll a/b-binding 

protein 2R precursor - rice >gi_20182_emb_CAA32109_ 

{X13909) chlorophyll a/b-binding preprotein (AA -28 to 235) 

[Oryza sativa] 



Seq- No. 401762 

51552 



€1 





1j±JD01>^-L iJ 1 u 


lyieunoQ 




NCBI GI 


g3345477 


BLAST score 


564 


E value 


D • ue oo 


Matcii lenguii 


1 n^^ 


% identity 


lUU 


NCBI Description 




Seq. No. 


4 U 1 / 0 J 






Method 


TUT 7i QTV 


XT ID T T 


y U / z vjoo 


RT.AST <?pnr*p 

ID Uf^O J. OOWJ-^ 


237 


E value 


9.0e-20 


Match length 


44 


% identity 


100 


NCBI Description 


{AF001396) ] 




>gi 6103441 



carbonic anhydrase [Oryza sativa] 



-P1-K1-H2 



protein [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401764 

LIB3431-046-P1-K1-H3 

BLASTX 

g399213 

781 

2.0e-83 

170 

91 

ATP-DEPENDENT CLP PROTEASE ATP-BINDING SUBUNIT CLPA HOMOLOG 

CD4B PRECURSOR >gi_100190_pir B35905 CD4B protein - tomato 

>gi_170435 {M32604) ATP-dependent protease {CD4B) 
[Lycopersicon esculentxam] 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401765 

LIB3431-046-P1-K1-H4 

BLASTX 

g4079798 

408 

8.0e-40 

112 

72 

(AF052203) 23 kDa polypeptide of photosystem II [Oryza 
sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401766 

LIB3431-04 6-P1-K1-H6 

BLASTX 

gll8170 

429 

4.0e-42 

102 

85 

CYSTEINE PROTEINASE INHIBITOR-I (ORYZACYSTATIN-I ) 

>gi_82491_pir ^A28464 oryzacystatin - rice >gi_169784 

(J03469) oryzacystatin [Oryza sativa] >gi_169807 (M29259) 
oryzastatin [Oryza sativa] >gi_259137_bbs_120195 (S49967) 



51553 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score' 

E value 

Match length 

% identity 

NCBI Description 



oryzacystatin=cysteine protease inhibitor [Oryza=rice, 
Peptide, 102 aa] [Oryza] >gi_1280613 {U54702) oryzacystatin 
[Oryza sativa] 

401767 

LIB3431-046-P1-K1-H7 

BLASTX 

gll73347 

883 

2.0e-95 

173 

93 

SED0HEPTUL0SE-1,7-BISPH0SPHATASE, CHLOROPLAST PRECURSOR 
(SEDOHEPTULOSE-BISPHOSPHATASE) (SBPASE) (SED { 1, 7 ) P2ASE) 

>gi_100803__pir S23452 sedoheptulose-bisphosphatase (EC 

3,1*3,37) precursor - wheat >gi_14265_emb_CAA4 6507_ 
(X65540) sedoheptulose-1, 7-bisphosphatase [Triticum 

aestivum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401768 

LIB3431-G46-P1-K1-H9 

BLASTX 

g2495180 

396 

2.0e-38 

94 

83 

PORPHOBILINOGEN DEAMINASE PRECURSOR (PBG) 

(HYDROXYMETHYLBILANE SYNTHASE) (HMBS) (PRE-URO PORPHYRINOGEN 

SYNTHASE) >gi_421882_pir S35873 hydroxymethylbilane 

synthase (EC 4.3.1.8) - garden pea >gi_541971_pir JQ2278 

hydroxymethylbilane synthase (EC 4.3.1,8) precursor - 
garden pea chloroplast >gi_313724_einb_CAA51820_ (X73418) 
hydroxymethylbilane synthase [Pisum sativum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401769 

LIB3431-046-P1-N1-A1 

BLASTX 

gl353352 

233 

2.0e-19 

62 

73 

{U31975) alanine aminotransferase 
reinhardtii] 



[ Chlamydomonas 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401770 

LIB3431-046-P1-N1-A10 

BLASTN 

g6006355 

214 

l.Oe-117 

353 

99 

Oryza sativa genomic DNA, chromosome 6, clone : P0493C11 



Seq. No, 



401771 



51554 





T TTa'^/'^l —C\AC^ — '0'\ —Ml — fli 1 
LiXoO^O-L Ufi O IT ± LNX i\xi 




Method 


TUT aQTM 






g4 lUOO OU 




BLAST score 


101 




E value 


2.0e-49 




Match length 


1 C^A 




•6 Identity 


Q A 

yu 




NCBI Description 


Oryza sativa ribulose-5- 


■pnospna^.^ 




coitiplete cds 




Seq. No. 


A r\'\ n T o 
4U1 / /Z 




beg. lu 


1j1i30401\J4 O r 1 LN 1 fifi 




Method 


DJUfiOi A 




NCBI GI 


g2288969 




BLAST score 


205 




E value 


5.0e-16 




Match length 


68 




-s laentity 


54 




jnl^jdi ]jescript.ion 


(Y12862) glutathione transferase 


Seq. No. 


401773 




beq. lu 


LIB3431-046-P1-N1-A6 




Method 


BLASTX 






gll5787 




BLAST score 


409 




E value 


6.0e-40 




Match length 


77 




% identity 


100 




NCBI Description 


CHLOROPHYLL A-B BINDING 


PROTEIN : 



(RPE) mRNA, 



2 PRECURSOR (LHCII TYPE I 

CAB-2) (LHCP) >gi_82461_pir S03706 chlorophyll a/b-binding 

protein 2R precursor - rice >gi_20182_einb_CAA32109_ 
(X13909) chlorophyll a/b-binding preprotein (AA -28 to 235) 
[Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401774 

LIB3431-04 6-P1-N1-A7 

BLASTX 

g2326947 

224 

3.0e-18 

44 

98 

{Z50801) Chlorophyll a/b-binding protein CP29 precursor 
[Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401775 

LIB3431-046-P1-N1-A8 

BLASTX 

g482311 

244 

9.0e-21 

50 

96 

photosystem II oxygen-evolving complex protein 1 - rice 

(strain Nihonbare) >gi_739292_prf 2002393A oxygen-evolving 

complex protein 1 [Oryza sativa] 



51555 



€1 





Seq. No. 


4U1 / / o 




oeq. lu 


T Tia'5>l "51 _Oyi ^;_Dl —"Ml — 2iQ 

jl — U4 D — rl— lNi~iiy 




Method. 


DliiiO 1 A 




NCBI GI 


g4158219 




BLAST score 


554 




E value 


D . ue— O / 




Matcn lengtii 


iUo 




% identity 


XUU 




NCBI Description 


(Y18623) amylogenin [Oryza sativa] 




Seq. No. 


4UI / / / 




beq. lu 


1i1do4 jl--U4 D~irl— JNI-dO 




Method 


BLASTX 






go yozoDo 




BLAST score 


423 




E value 


l.Oe-41 




Match length 


1U4 




% identity 


/ b 




NCBI Description 


(AC009465) putative ribose 5-phosphate : 






[Arabidopsis thaliana] 


€1 

-Ti: 


Seq. No. 


4U1 / /o 




beq. lu 


JL1Jdo4o1-U4 b-Jri-NX— bo 




Metnou 


BIiAbTX 


Ji. 


NCBI GI 


g4138290 




BLAST score 


239 




E value 


5 . Oe-20 




Match length 


48 




% identity 


100 




NCBI Description 


(AJ0u5o41) tnioreaoxxn M [Gxryza sativa J 




Seq. No. 


401779 




Seq. ID 


LiD0 4ol — U4 D-rl-iSli-dU 




Method 


BLASTN 




NCBI GI 


gioyo yyy 




BLAST score 


52 




E value 


3.0e-20 




Matcn lengtn 


lyz 




■6 Identity 


o o 




NCBI Description 


Rice 0S0EE2 gene for 23 kDa polypeptide 






complete cds 




Seq. No. 


401780 




beq. ID 


LlBo4ol-U4 D-Fi-Ni-011 




Method 


rsLi/ib 1 N 




NCBI GI 


gJU DODZO 




BLAST score 


59 




E value 


2.0e-24 




Match lengtn 


Idd 




% identity 


o o 




NCBI Description 


Oryza sativa ribulose 1, 5-bisphosphate ■ 






suounix. luKiNfi/ coicipieue cu.s 




Seq. No. 


401781 




Seq. ID 


LIB3431-04 6-P1-N1-C4 




Method 


BLASTX 




NCBI GI 


g2072555 



isomerase 



51556 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

-BLAST score 

E value 

Match length 

% identity 

NCBI Description 



O 

237 

9.0e-20 

44 

100 

(AF001396) metallothionein-like protein [Oryza sativa] 
>gi_6103441_gb_AAF03603.1_ (AF147786) metallothionein-like 
protein [Oryza sativa] 

401782 

LIB3431-046-P1-N1-C6 

BLASTX 

gl67097 

165 

4.0e-24 

70 

83 

(M55449) ribulose 1, 5-bisphosphate carboxylase activase 
[ Horde um vulgare] 

401783 

LIB3431-046-P1-N1-C7 

BLASTX 

g671740 

299 

4.0e-27 

61 

95 

(X84730) ribulose-bisphosphate carboxylase [synthetic 
construct] 



Seq. No. 


401784 


Seq, ID 


LIB3431-046-P1-N1-D11 


Method 


BLASTX 


NCBI GI 


g829283 


BLAST score 


203 


E value 


6.0e-16 


Match length 


48 


% identity 


83 


NCBI Description 


(Z15018) heat shock protein hsp82 [Oryza sativa] 


Seq. No. 


401785 


Seq. ID 


LIB3431-046-P1-N1-D12 


Method 


BLASTX 


NCBI GI 


g3377841 


BLAST score 


182 


E value 


l.Oe-13 


Match length 


47 


% identity 


74 


NCBI Description 


(AF075598) contains similarity to phosphof ructokinas^ 




(Pfam; PFK.hmm, score; 36.60) [Arabidopsis thaliana] 


Seq. No. 


401786 


Seq. ID 


LIB3431-04 6-P1-N1-D2 


Method 


BLASTN 


NCBI GI 


g4099149 


BLAST score 


43 


E value 


7.0e-15 



51557 



Match length 

% identity 

NCBI Description 



O 

91 
87 

Hordeiam vulgare vacuolar proton-translocating ATPase 

subunit E (Yip) mRNA, complete cds 





Seq, No. 


401787 




Seq. ID 


LIB3431-046-P1-N1-D3 




Method 


BLASTX 




NCBI GI 


g5668608 




BLAST score 


192 




E value 


1. Oe-14 




Match length 


83 




% identity 


42 




NCBI Description 


{AF115334) MenG [Pseudomonas fluorescens] 




Seq. No. 


401788 




Seq. ID 


LIB34 31-046-P1-N1-D4 




Method 


BLASTX 




NCBI GI 


gl835731 




BLAST score 


340 




E value 


6.0e-32 


01 


Match length 


80 




% identity 


84 




NCBI Description 


{U86018) photosystem II 10 kDa polypeptide 




Seq. No. 


401789 




Seq. ID 


LIB3431-046-P1-N1-D5 




Method 


BLASTX 




NCBI GI 


g829283 




BLAST score 


232 




E value 


2.0e-19 




Match length 


58 




% identity 


83 




NCBI Description 


(Z15018) heat shock protein hsp82 [Oryza s 




Seq. No. 


401790 




Seq. ID 


LIB34 31-04 6-P1-N1-D6 




Method 


BLASTN 




NCBI GI 


g2072554 




BLAST score 


390 




E value 


O.Oe+00 




Match length 


390 




% identity 


100 




NCBI Description 


Oryza sativa metallothionein-like protein ; 






cds 




Seq. No. 


401791 




Seq. ID 


LIB3431-046-P1-N1-D7 




Method 


BLASTX 




NCBI GI 


g4490317 




BLAST score 


302 




E value 


2.0e-27 




Match length 


113 



% identity 

NCBI Description 



51 

(AL035678) 



putative protein [Arabidopsis thaliana] 



Seq. No. 



401792 



51558 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3431-04 6-P1-N1-E10 

BLASTX 

g729478 

344 

2.0e-32 

72 

88 

FERREDOXIN—NADP REDUCTASE, LEAF ISOZYME PRECURSOR (FNR) 
>gi_442481_dbj_BAA04 616_ (D17790) f erredoxin-NADP-h 
reductase [Oryza sativa] >gi_6069649__dbj_BAA85425 . 1_ 
{AP000616) ESTs AU078647 {E1557) ,C72400 (E1557) correspond to 
a region of the predicted gene.; similar to 
ferredoxin-NADP+ reductase (D17790) [Oryza sativa] 



Seq. No. 


401793 




Seq. ID 


LIB3431-046- 


-P1-N1-E12 


Method 


BLASTX 




NCBI GI 


g226263 




BLAST score 


247 




E value 


5.0e-21 




Match length 


46 




% identity 


100 




NCBI Description 


chlorophyll 


a/b binding protein [Glycine 


Seq. No. 


401794 




Seq. ID 


LIB3431-046- 


-P1-N1-E2 


Method 


BLASTX 




NCBI GI 


gl31225 




BLAST score 


310 




E value 


2.0e-28 




Match length 


90 




% identity 


68 




NCBI Description 


PHOTOSYSTEM 


I REACTION CENTRE SUBUNIT XI 



PRECURSOR (SUBUNIT 

V) (PSI-L) >gi_100605_pir ^A39759 photosystem I 18K protein 

precursor - barley >gi_167087 (M6114 6) photosystem I 
hydrophobic protein [Hordeum vulgare] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401795 

LIB3431-04 6-P1-N1-E3 

BLASTX 

g6063542 

512 

4.0e-52 

96 

99 

(AP000615) EST C74302 (E30840) corresponds to a region of 
the predicted gene.; similar to glyceraldehyde-3-phosphate 
dehydrogenase. {M64118) [Oryza sativa] 



Seq. No, 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



401796 

LIB3431-046-P1-N1- 

BLASTX 

gll998 

292 

4.0e-35 

76 

93 



E5 



51559 



o 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(X15901) ORF85 [Oryza sativa] >gi_22 6619_prf 1603356AR ORF 

85A [Oryza sativa] 

401797 

LIB3431-046-P1-N1-E7 

BLASTX 

g3786214 

295 

l.Oe-26 

74 

74 

(AJ002604) high pi CuZn-superoxide dismutase [Pinus 
sylvestris] 

401798 

LIB3431-046-P1-N1-F1 

BLASTX 

gll5772 

309 

3.0e-28 

59 

100 

CHLOROPHYLL A-B BINDING PROTEIN 1 PRECURSOR (LHCII TYPE I 

CAB-1) (LHCP) >gi_82460_pir S03705 chlorophyll a/b-binding 

protein IR precursor - rice >gi_20178_einb_CAA32108_ 
(X13908) chlorophyll a/b-binding preprotein (AA -31 to 235) 
[Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401799 

LIB3431-046-Pl-Ni-Fll 

BLASTN 

g3345476 

173 

l.Oe-92 

248 

92 

Oryza sativa gene for carbonic anhydrase, 



complete cds 



401800 

LIB3431-046-P1-N1-F3 

BLASTX 

g4415940 

172 

3.0e-12 

51 

59 

(AC006418) hypothetical protein [Arabidopsis thaliana] 



401801 

LIB3431-046-P1-N1-F4 

BLASTX 

gll5813 

243 

2.0e-20 

55 

85 

CHLOROPHYLL A-B BINDING PROTEIN 



8 PRECURSOR (LHCI TYPE III 



51560 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI' 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



CAB-8) >gi_19182_einb_CAA33330_ (X15258) Type III 
chlorophyll a/b-binding protein [Lycopersicon esculentum] 

401802 

LIB3431-04 6-P1-N1-F5 

BLASTX 

gl835731 

371 

2.0e-35 

82 

88 

{U86018) photosystem II 10 kDa polypeptide [Oryza sativa] 
401803 

LIB3431-046-P1-N1-F6 

BLASTX 

g421916 

178 

6.0e-13 

32 

100 

chlorophyll a/b-binding protein - English ivy (fragment) 
>gi_12582_erab__CAA48410_ (X68333) light harvesting 
chlorophyll a /b binding protein [Hedera helix] 

401804 

LIB3431-046-P1-N1-F8 

BLASTX 

gl00614 

196 

3.0e-15 

50 

78 

ribulose-bisphosphate carboxylase activase A long form 
precursor - barley (fragment) >gi_167089 (M55446) ribulose 
1, 5-bisphosphate carboxylase activase [Hordeum vulgare] 

401805 

LIB3431-046-P1-N1-G10 

BLASTX 

g347451 

236 

9.0e-20 

47 

98 

(L22155) ribulose 1, 5-bisphosphate carboxylase [Oryza 
sativa] 

401806 

LIB3431-046-P1-N1-G11 

BLASTX 

g3914470 

374 

4.0e-39 

105 

68 

PHOTOSYSTEM II 10 KD POLYPEPTIDE PRECURSOR 



51561 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



>gi_13218 68_einb_CAA66373_ (X97771) lOkD PSII protein 
[Hordeiom vulgare] 

401807 

LIB3431-046-P1-N1-G12 

BLASTN 

g430946 

41 

l.Oe-13 

65 

91 

Arabidopsis thaliana PSI type III chlorophyll a/b-bxndmg 
protein (Lhca3*l) mRNA, complete cds 

401808 

LIB3431-046-P1-N1-G3 

BLASTX 

g482311 

364 

8.0e-35 
73 

photosystem II oxygen-evolving complex protein 1 - rice 

(strain Nihonbare) >gi_739292_prf 20023 93A oxygen-evolving 

complex protein 1 [Oryza sativa] 

401809 

LIB3431-046-P1-N1-G6 

BLASTN 

g6006355 

162 

4.0e-86 

220 
93 

Oryza sativa genomic DNA, 



chromosome 6, clone : P0493C11 



401810 

LIB3431-046-P1-N1-G8 

BLASTX 

g2499417 

289 

6.0e-26 

68 

78 

GLYCINE CLEAVAGE SYSTEM H PROTEIN PRECURSOR 

>gi_1085826_pir S49248 H-protein - Flaveria anomala 

>gi~547558_emb_CAA85761_ (Z37524) H-protein [Flaveria 
anomala] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



401811 

LIB3431-04 6-P1-N1-G9 

BLASTN 

g4680196 

56 

2.0e-22 

108 

88 



51562 



NCBI Description Sorghum bicolor BAG clone 2 5. Ml 8, complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401812 

LIB3431-046-P1-N1-H10 

BLASTN 

g606816 

184 

3.0e-99 

208 

97 

Oryza sativa chloroplast carbonic anhydrase mRNA, complete 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401813 

LIB3431-046-P1-N1-H4 

BLASTN 

gl398998 

165 

9,0e-88 

272 

97 

Rice 0S0EE2 gene for 23 kDa polypeptide of photosystem II, 
complete cds 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401814 

LIB3431-046-P1-N1-H7 

BLASTX 

gll73347 

172 

3.0e-12 

39 

92 

SEDOHEPTULOSE-1, 7-BISPHOSPHATASE, CHLOROPLAST PRECURSOR 
(SEDOHEPTULOSE-BISPHOSPHATASE) (SBPASE) (SED ( 1, 7 ) P2ASE) 

>gi_100803_pir S23452 sedoheptulose-bisphosphatase (EC 

3.1.3.37) precursor - wheat >gi_14265_emb_CAA4 6507__ 
(X65540) sedoheptulose-1, 7-bisphosphatase [Triticum 
aestivum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401815 

LIB3431-046-P1-N1-H9 

BLASTN 

g2661765 

46 

l.Oe-16 

82 

89 

Zea mays mRNA for putative porphobilinogen deaminase 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



401816 

LIB3431-047-P1-K1-A11 

BLASTX 

g482311 

649 

4.0e-68 

129 

98 



51563 



NCBI Description 



photosystem II oxygen-evolving complex protein 1 - rice 

(strain Nihonbare) >gi_739292_prf 2002393A oxygen-evolving 

complex protein 1 [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq . No . 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



401817 

LIB3431-047-P1-K1-A12 

BLASTN 

g20262 

252 

l.Oe-139 

252 

100 

O. sativa light-induced mRNA 
401818 

LIB3431-047-P1-K1-A3 

BLASTX 

g5912299 

547 

3.0e-56 

105 

100 

(AJ133787) gigantea homologue [Oryza sativa] 
401819 

LIB3431-047-P1-K1-A4 

BLASTX 

gl32105 

533 

2.0e-54 

118 

86 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj__BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 

401820 

LIB3431-047-P1-K1-A5 

BLASTX 

g22240 

450 

7.0e-45 

116 

79 

(X07157) GADPH (383 AA) [Zea mays] 
401821 

LIB3431-047-P1-K1-A7 

BLASTX 

g6016875 

275 



51564 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



41 



2.0e-24 

68 

78 

(AP000570) EST AU078302 {C63241) corresponds to a region of 
the predicted gene.; hypothetical protein [Oryza sativa] 

401822 

LIB3431-047-P1-K1-A8 

BLASTN 

g2072554 

47 

2.0e-17 

147 

83 

Oryza sativa metallothionein-like protein mRNA, complete 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401823 

LIB3431-047-P1-K1-A9 

BLASTN 

g20369 

42 

9.0e-15 

54 

94 

Oryza sativa shoot GS2 mRNA for chloroplastic glutamine 
synthetase (EC 6.3.1.2) (clone lambda-GS31) 
>gi_2170909_dbj_E02681_E02681 cDNA encoding precursor of 
chloroplast localising glutamine synthetase 

401824 

LIB3431-047-P1-K1-B1 

BLASTX 

g2072555 

237 

l.Oe-19 

44 

100 

(AF001396) metallothionein-like protein [Oryza sativa] 
>gi_6103441_gb_AAF03603.1_ (AF147786) metallothionein-like 
protein [Oryza sativa] 

401825 

LIB3431-047-P1-K1-B10 

BLASTX 

gl709846 

195 

7.0e-15 

125 
48 

PHOTOSYSTEM II 22 KD PROTEIN PRECURSOR >gi_706853 (U04336) 
22 kDa component of photosystem II [Lycopersicon 
esculentum] 



Seq. No. 
Seq. ID 
Method 



401826 

LIB34 31-047-P1-K1-B12 
BLASTX 



51565 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



€1 



gl32105 
444 

4.0e-44 

104 
84 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4,1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 



Seq. No. 


401827 


Seq. ID 


LIB3431-047-P1-K1-B2 


Method 


BLASTN 


NCBI GI 


gl732362 


BLAST score 


35 


E value 


4.0e-10 


Match length 


43 


% identity 


95 


NCBI Description 


Malus domestica pAFD103 


Seq* No. 


401828 


Seq. ID 


LIB3431-047-P1-K1-B3 


Method 


BLASTX 


NCBI GI 


g4808833 


BLAST score 


311 


E value 


7.0e-29 


Match length 


63 


% identity 


84 


NCBI Description 


(AF117125) endoplasmic 



ATPase 4 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401829 

LIB3431-047-P1-K1-B4 

BLASTN 

g5670155 

42 

2.0e-14 

87 
86 

Oryza sativa subsp. japonica BAC clone 34K24, complete 
sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401830 

LIB3431-047-P1-K1-B5 

BLASTX 

g2407281 

641 

4.0e-67 

121 

98 

(AF017363) ribulose 1^ 5-bisphosphate carboxylase small 
subunit [Oryza sativa] 



51566 



Seq, No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401831 

LIB3431-047-P1-K1-B7 

BLASTX 

g671740 

354 

l.Oe-33 

65 
100 

(X84730) ribulose-bisphosphate carboxylase [synthetic 
construct] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401832 

LIB3431-047-P1-K1-B8 

BLASTX 

g5921799 

314 

4.0e-29 

87 

71 

PUTATIVE ATP-DEPENDENT CLP PROTEASE PROTEOLYTIC SUBUNIT, 
MITOCHONDRIAL PRECURSOR (ENDOPEPTIDASE CLP) 
>gi_3559935_emb_CAA06443_ (AJ005253) ClpP protease [Mus 
musculus] >gi_4454289_emb_CAA09966_ (AJ012249) ClpP 
protease [Mus musculus] 



401833 

LIB3431-047-P1-K1-B9 

BLASTN 

g3885887 

41 

3.0e-14 

45 

98 

Oryza sativa high mobility group protein 
complete cds 



(HMG) mRNA, 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401834 

LIB3431-047-P1-K1-C10 

BLASTN 

g5714761 

54 

2.0e-21 

78 

92 

Oryza sativa subsp 
phosphatase PP2A-4 
cds 



indica serine/threonine protein 
catalytic subunit (PP2A) gene, complete 



Seq. No- 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



401835 

LIB3431-047-P1-K1-C11 

BLASTX 

g3478700 

152 

4.0e-10 

41 

66 



51567 



NCBI Description (AF034387) AFT protein [Arabidopsis thaliana] 



Seq, No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401836 

LIB3431-047-P1-K1-C12 

BLASTX 

g2370312 

302 

l.Oe-27 

97 

62 

(AJ000995) DnaJ-like protein [Medicago sativa] 
>gi_3202020_gb_AAC19391*l__ {AF069507) DnaJ-like protein 
MsJl [Medicago sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401837 

LIB3431-047-P1-K1-C3 

BLASTX 

g462195 

211 

5.0e-17 

48 

83 

PROTEIN TRANSLATION FACTOR SUIl HOMOLOG (G0S2 PROTEIN) 

>gi_100682_pir S21636 G0S2 protein - rice 

>gi_ 20238 emb CAA36190_ (X51910) G0S2 [Oryza sativa] 



>gi_3789950 
sativa] 



(AF094774) translation initiation factor [Oryza 



Seq. No. 


401838 


Seq. ID 


LIB3431-047-P1-K1-C4 


Method 


BLASTX 


NCBI GI 


g3345477 


BLAST score 


351 


E value 


3.0e-33 


Match length 


117 


% identity 


62 


NCBI Description 


(AB016283) carbonic anhydrase [Oryza sat: 


Seq. No< 


401839 


Seq. ID 


LIB3431-047-P1-K1-C5 


Method 


BLASTX 


NCBI GI 


gl350986 


BLAST score 


458 


E value 


l.Oe-45 


Match length 


97 


% identity 


93 


NCBI Description 


40S RIBOSOMAL PROTEIN S3A (CYC07 PROTEIN 


>gi_4 83431_dbj_BAAG5059_ (D26060) cyc07 


Seq. No, 


401840 


Seq. ID 


LIB3431-047-P1-K1-C6 


Method 


BLASTX 


NCBI GI 


gl31283 


BLAST score 


394 


E value 


l.Oe-39 


Match length 


95 


% identity 


88 



[Oryza sativa] 



51568 



NCBI Description 



PHOTOSYSTEM II 44 KD REACTION CENTER PROTEIN {P6 PROTEIN) 

{CP43) >gi_72710_pir F2RZ44 photosystem II chlorophyll 

a-binding protein psbC - rice chloroplast 

>gi_11965_einb_CAA34014_ (X15901) PSII 43kDa protein [Oryza 
sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



401841 

LIB3431-047-P1-K1-C7 

BLASTN 

g6103440 

141 

2.0e-73 

190 

94 

Oryza sativa metallothionein-like protein (ML2) mRNA^ 
complete cds 

401842 

LIB3431-047-P1-K1-C8 

BLASTN 

g3377792 

106 

7.0e-53 

106 

100 

Oryza sativa ribulose-1, 5-bisphosphate 

carboxylase/oxygenase activase (rca) mRNA, complete cds 
401843 

LIB3431-047-P1-K1-D10 

BLASTX 

g534982 

156 

2.0e-19 

73 

59 

(X75898) phosphoglucomutase [Spinacia oleracea] 
401844 

LIB3431-047-P1-K1-D12 

BLASTX 

g320618 

465 

l.Oe-46 

110 

81 

chlorophyll a/b-binding protein I precursor - rice 
>gi_218172_dbj_BAA00536_ (D00641) type I light-harvesting 
chlorophyll a/b-binding protein [Oryza sativa] 

>gi_227611_prf 1707316A chlorophyll a/b binding protein 1 

[Oryza sativa] 

401845 

LIB3431-047-P1-K1-D2 

BLASTN 

g20181 

338 



51569 



E value 
Match length 
% identity 
NCBI Description 



O.Oe+00 

369 

98 

Rice cab2R gene for light harvesting chlorophyll 
a/b-binding protein 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401846 

LIB3431-047-P1-K1-D3 

BLASTX 

gl32105 

532 

2.0e-54 

122 

83 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

{RUBISCO SMALL SUBUNIT C) >gi_68094__pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4. 1.1 ,39) siaall chain 
precursor (clone pOSSS1139) - rice >gi_218208__dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1/ 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 



Seq. No. 


401847 


Seq. ID 


LIB3431-047-P1-K1-D4 


Method 


BLASTX 


NCBI GI 


g534982 


BLAST score 


264 


E value 


5.0e-37 


Match length 


126 


% identity 


56 


NCBI Description 


(X75898 ) phosphoglucomutase 


Seq, No. 


401848 


Seq. ID 


LIB3431-047-P1-K1-D7 


Method 


BLASTX 


NCBI GI 


g729478 


BLAST score 


476 


E value 


7.0e-48 


Match length 


102 


% identity 


85 


NCBI Description 


FERREDOXIN— NADP REDUCTASE, : 



LEAF ISOZYME PRECURSOR (FNR) 
>gi_442481_dbj_BAA04616_ (D17790) f erredoxin-NADP+ 
reductase [Oryza sativa] >gi_6069649_dbj_BAA85425 . 1_ 
(AP000616) ESTs AU078647 (E1557 ) , C72400 (E1557 ) correspond to 
a region of the predicted gene.; similar to 
ferredoxin-NADP+ reductase (D177 90) [Oryza sativa] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



401849 

LIB3431-047-P1-K1-E1 

BLASTX 

gll5787 

349 

4.0e-33 

86 

84 



51570 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



CHLOROPHYLL A-B BINDING PROTEIN 2 PRECURSOR (LHCII TYPE I 

CAB-2) (LHCP) >gi_824 61_pir 803706 chlorophyll a/b-binding 

protein 2R precursor - rice >gi_20182_emb_CAA32109__ 
{X13909) chlorophyll a/b-binding preprotein (AA -28 to 235) 
[Oryza sativa] 

401850 

LIB3431-047-P1-K1-E10 

BLASTX 

g3913018 

876 

l.Oe-94 

171 

98 

FRUCTOSE-BISPHOSPHATE ALDOLASE, CHLOROPLAST PRECURSOR 
(ALDP) >gi_218155_dbj_BAA02730_ (D13513) chloroplastic 
aldolase [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



401851 

LIB3431-047-P1-K1-E11 

BLASTX 

g6063542 

768 

5.0e-82 
151 

(AP000615) EST C74302 (E30840 ) corresponds to a region of 
the predicted gene.; similar to glyceraldehyde-3-phosphate 
dehydrogenase. (M64118) [Oryza sativa] 

401852 

LIB3431-047-P1-K1-E12 

BLASTX 

gl617197 

304 

l.Oe-27 

76 

76 

(Z72488) CP12 [Nicotiana tabacum] 
401853 

LIB3431-047-P1-K1-E2 

BLASTN 

g6103440 

268 

l.Oe-149 

278 

99 

Oryza sativa inetallothionein-like protein (ML2) mRNA, 
complete cds 

401854 

LIB3431-047-P1-K1-E3 

BLASTN 

g6015437 

36 

6.0e-ll 



51571 



Match length 


36 


% identity 


100 


NCBI Description 


Homo sapiens PEXl mRNA, complete cds 


Seq. No. 


401855 


Seq. ID 


LIB3431-047-P1-K1-E4 


Method 


BLASTX 


NCBI GI 


g2894534 


BLAST score 


625 


E value 


2.0e-65 


Match length 


121 


% identity 


98 


NCBI Description 


(AJ224327) aquaporin [Oryza sativa] 


Seq. No. 


401856 


Seq. ID 


LIB34 31-04 7-P1-K1-E6 


Method 


BLASTX 


NCBI GI 


g3288821 


BLAST score 


509 


E value 


l.Oe-51 


Match length 


135 


% identity 


74 


NCBI Description 


(AF063901) alanine :glyoxylate aminotrans: 



transaminase [Arabidopsis thaliana] 
>gi__4733989_gb_AAD28669.1_AC007209_5 (AC007209) 
alanine-glyoxylate aminotransferase [Arabidopsis thaliana] 



Seq. No. 


401857 


Seq. ID 


LIB3431-047-P1-K1-E7 


Method 


BLASTX 


NCBI GI 


g4887131 


BLAST score 


432 


E value 


7.0e-43 


Match length 


101 


% identity 


77 


NCBI Description 


{AF134732) 60S ribosomal protein LI [Prunus armeniaca; 


Seq. No. 


401858 


Seq. ID 


LIB3431-047-P1-K1-E9 


Method 


BLASTX 


NCBI GI 


gl653089 


BLAST score 


306 


E value 


7.0e-28 


Match length 


127 


% identity 


50 


NCBI Description 


{D90911) hypothetical protein [Synechocystis sp.] 


Seq. No. 


401859 


Seq. ID 


LIB3431-047-Pl~Kl-Fl 


Method 


BLASTX 


NCBI GI 


g5541681 


BLAST score 


225 


E value 


l.Oe-18 


Match length 


91 


% identity 


55 


NCBI Description 


(AL096859) putative protein [Arabidopsis thaliana] 



51572 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401860 

LIB3431-047-P1-K1-F2 

BLASTX 

g3915131 

242 

9.0e-21 

48 

100 

THIOREDOXIN H-TYPE (TRX-H) (PHLOEM SAP 13 KD PROTEIN-1) 
>gi__426442_dbj_BAA04864_ (021836) thioredoxin h [Oryza 
sativa] >gi_454882_dbj__BAA0554 6_ (D26547) rice thioredoxin 
h [Oryza sativa] >gi_1930072 (U92541) thioredoxin h [Oryza 
sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401861 

LIB3431-047-P1-K1-F4 

BLASTN 

gll03627 

57 

3.0e-23 

85 

92 

Z.mays Ferl gene 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401862 

LIB3431-047-P1-K1-F5 

BLASTX 

g3309269 

448 

2.0e-44 

107 

80 

(AF074 940) ferric leghemoglobin reducta3e-2 precursor 
[Glycine max] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401863 

LIB3431-047-P1-K1-F6 

BLASTX 

g4587615 

453 

l.Oe-49 

135 
71 

{AC006951) 
thaliana] 



putative acyl-CoA synthetase [Arabidopsis 
>gi_4689469_gb_AAD27905.1 AC007213 3 (AC007213) 



putative acyl-CoA synthetase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401864 

LIB3431-047-P1-K1-F8 

BLASTX 

g3789954 

199 

6.0e-16 

46 

83 

(AF094776) chlorophyll a/b-binding protein precursor [Oryza 
sativa] 



51573 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401865 

LIB3431-047-P1-K1-F9 

BLASTX 

gll5787 

504 

4.0e-51 

118 

86 

CHLOROPHYLL A-B BINDING PROTEIN 2 PRECURSOR (LHCII TYPE I 

CAB-2) (LHCP) >gi_82461_pir S03706 chlorophyll a/b-binding 

protein 2R precursor - rice >gi_20182_emb_CAA32109_ 
(X13909) chlorophyll a/b-binding preprotein (AA -28 to 235) 
[Oryza sativa] 

401866 

LIB3431-047-P1-K1-G11 

BLASTX 

gl32105 

470 

3.0e-47 

107 

85 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

{RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401867 

LIB3431-047-P1-K1-G12 

BLASTX 

g3345477 

315 

5.0e-29 

109 

59 

(AB016283) carbonic anhydrase [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401868 

LIB3431-047-P1-K1-G2 

BLASTX 

gll5771 

864 

3.0e-93 

170 

95 

CHLOROPHYLL A-B BINDING PROTEIN 1 PRECURSOR (LHCII TYPE I 

CAB-1) (LHCP) >gi_82682_pir S04453 chlorophyll a/b-binding 

protein precursor - maize >gi_22224_emb_CAA32900_ (X14794) 
chlorophyll a/b-binding preprotein (AA 1 - 262) [Zea mays] 



Seq. No. 



401869 



51574 



Seq. ID 


LIB3431-047-P1-K1-G4 


Method 


BLASTX 


NCBI GI 


g4204276 


BLAST score 


421 


E value 


l.Oe-41 


Match length 


107 


% identity 


75 


NCBI Description 


(AC004146) Hypothetical 


Seq. No. 


401870 


Seq. ID 


LIB3431-047-P1-K1-G5 


Method 


BLASTX 


NCBI GI 


g2570511 


BLAST score 


506 


E value 


2.0e-51 


Match length 


105 


% identity 


99 


NCBI Description 


(AF022738) chlorophyll . 


Seq, No. 


401871 


Seq, ID 


LIB3431-047-P1-K1-G6 


Method 


BLASTN 


NCBI GI 


g6015437 


BLAST score 


35 


E value 


2,0e-10 


Match length 


35 


% identity 


100 


NCBI Description 


Homo sapiens PEXl mRNA, 


Seq. No. 


401872 


Seq. ID 


LIB3431-047-P1-K1-G7 


Method 


BLASTX 


NCBI GI 


g3126854 


BLAST score 


478 


E value 


3.0e-48 


Match length 


90 


% identity 


99 


NCBI Description 


(AF061577) chlorophyll 


Seq. No. 


401873 


Seq. ID 


LIB3431-047-P1-K1-G8 


Method 


BLASTX 


NCBI GI 


g3126854 


BLAST score 


306 


E value 


7.0e-48 


Match length 


119 


% identity 


85 


NCBI Description 


(AF061577) chlorophyll 


Seq. No. 


401874 


Seq. ID 


LIB3431-047-P1-K1-G9 


Method 


BLASTX 


NCBI GI 


g224293 


BLAST score 


406 


E .value 


l.Oe-39 


Match length 


82 


% identity 


99 



[Oryza sativa] 



51575 



NCBI Description histone H4 [Triticum aestivum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401875 

LIB3431-047-P1-K1-H1 

BLASTX 

g2739375 

161 

5.0e-ll 

93 

42 

(AC002505) unknown protein [Arabidopsis thaliana] 
401876 

LIB3431-047-P1-K1-H11 

BLASTN 

g536895 

139 

4.0e-72 

195 

93 

Wheat mRNA for protein H2A, complete cds, clone wcH2A-10 
401877 

LIB3431-047-P1-K1-H12 

BLASTX 

gl32105 

443 

4.0e-45 

123 

75 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

{RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



401878 

LIB3431-047-P1-K1-H2 

BLASTX 

g5679336 

193 

l.Oe-14 

78 
45 

(AF171223) putative zinc finger protein [Oryza sativa] 
401879 

LIB3431-047-P1-K1-H3 

BLASTX 

g4884370 

147 

2.0e-09 
71 



51576 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



41 

{AL050157) hypothetical protein [Homo sapiens] 
401880 

LIB3431-047-P1-K1-H4 

BLASTX 

g4079798 

398 

9,0e-39 

108 

73 

{AF052203) 23 kDa polypeptide of photosystem II [Oryza 
sativa] 



Seq. No. 


401881 


Seq. ID 


LIB3431-047-P1-K1-H5 


Method 


BLASTX 


NCBI GI 


g3292829 


BLAST score 


185 


E value 


5.0e-14 


Match length 


86 


% identity 


44 


NCBI Description 


(AL031018) putative protein 


Seq. No. 


401882 


Seq. ID 


LIB3431-047-P1-K1-H6 


Method 


BLASTX 


NCBI GI 


gl419090 


BLAST score 


484 


E value 


7.0e-49 


Match length 


118 


% identity 


79 


NCBI Description 


{X94968) 37kDa chloroplast . 



Seq. No. 


401883 




Seq. ID 


LIB3431-047-P1- 


■Kl- 


Method 


BLASTX 




NCBI GI 


g3953471 




BLAST score 


276 




E value 


l.Oe-24 




Match length 


75 




% identity 


65 




NCBI Description 


(AC002328) F2202.: 


Seq. No. 


401884 




Seq. ID 


LIB3431-047-P1- 


-Kl- 


Method 


BLASTX 




NCBI GI 


g629858 




BLAST score 


587 




E value 


7,0e-61 




Match length 


124 




% identity 


90 




NCBI Description 


protein kinase 


C 


Seq. No. 


401885 




Seq. ID 


LIB3431-047-P1- 


-Kl 



16 [Arabidopsis thaliana] 



-H8 



inhibitor - maize 



51577 





Method 


BLASTN 




NCBI GI 


g2062705 




BLAST score 


37 




E value 


4.0e-ll 




Match length 


37 




% identity 


100 




NCBI Description 


Human butyrophilin (BTF5) mRNA, complete 




Seq. No. 


401886 




Seq. ID 


LIB3431-047-P1-N1-A3 




Method 


BLASTN 




NCBI GI 


g5912298 




BLAST score 


156 




E value 


4.0e-82 




Match length 


170 




% identity 


98 




NCBI Description 


Oryza sativa mRNA for gigantea homologue 




Seq. No. 


401887 




Seq. ID 


LIB3431-047-P1-N1-A4 


y ^ 


Method 


BLASTX 




NCBI GI 


gl32105 




BLAST score 


354 




E value 


2.0e-33 




Match length 


65 




% identity 


100 




NCBI Description 


RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



JN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538__ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 

401888 

LIB3431-047-P1-N1-A5 

BLASTX 

gl20661 

268 

2.0e-23 

52 
94 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE A, CHLOROPLAST 
PRECURSOR >gi_170237 (M14417) glyceraldehyde-3-phosphate 
dehydrogenase A-subunit precursor [Nicotiana tabacum] 

401889 

LIB3431-047-P1-N1-A8 

BLASTX 

g2072555 

226 

2.0e-18 

44 

98 

(AF001396) metallothionein-like protein [Oryza sativa] 



51578 



Seq. No* 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



>gi_6103441_gb_AAF03603.1_ (AF147786) metallothionein-like 
protein [Oryza sativa] 

401890 

LIB3431-047-P1-N1-A9 

BLASTN 

g20369 

291 

l.Oe-163 

326 

98 

Oryza sativa shoot GS2 roRNA for chloroplastic glutamine 
synthetase (EC 6.3.1.2) (clone lambda-GS31) 
>gi_2170909_dbj_E02681_E02681 cDNA encoding precursor of 
chloroplast localising glutamine synthetase 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401891 

LIB3431-047-P1-N1-B1 

BLASTN 

g2072554 

386 

G.Oe+00 

408 

99 

Oryza sativa metallothionein-like protein mRNA, complete 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401892 

LIB3431-047-P1-N1-B10 

BLASTX 

g6103011 

451 

7.0e-45 

97 

51 

(X84225) precursor of photosystem II subunit (22KDa) 
[Nicotiana tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401893 

LIB3431-047-P1-N1-B12 

BLASTN 

g218207 

181 

3.0e-97 

217 

96 

Oryza sativa mRNA for the small subunit of 

ribulose-1, 5-bisphosphate carboxylase, complete cds, clone 
POSSS1139 



Seq. No, 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



401894 

LIB3431-047-P1-N1-B3 

BLASTN 

g2160711 

320 

l.Oe-180 
356 



51579 



€1 



% identity 98 

NCBI Description Oryza sativa Ca2+-ATPase gene, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401895 

LIB3431-047-P1-N1-B5 

BLASTX 

g671740 

243 

2,0e-20 

47 

100 

{X84730) ribulose-bisphosphate carboxylase [synthetic 
construct] 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401896 

LIB3431-047-P1-N1-B7 

BLASTN 

g218209 

59 

2.0e-24 

75 

95 

Oryza sativa mRNA for the small subunit of 

ribulose-1, 5-bisphosphate carboxylase, complete cds, clone 
pOSSS2106 



401897 

LIB3431-047-P1-N1-B9 

BLASTN 

g3885887 

298 

l.Oe-167 

349 

96 

Oryza sativa high mobility group protein 
complete cds 



(HMG) mRNA, 



401898 

LIB3431-047-P1-N1-C10 

BLASTN 

g5714761^ 

54 

2,0e-21 

78 

92 

Oryza sativa subsp. indica serine/threonine protein 
phosphatase PP2A-4 catalytic subunit (PP2A) gene, complete 
cds 



Seq. No. 
Seq, ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



401899 

LIB3431-047-Pl-N^l-Cll 

BLASTN 

g3819352 

58 

8.0e-24 

82 
93 



51580 



NCBI Description Hordeum vulgare genomic DNA fragment; clone MWG0813.rev 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401900 

LIB3431-047-P1-N1-C2 

BLASTN 

g20369 

122 

5.0e-62 

270 
86 

Oryza sativa shoot GS2 mRNA for chloroplastic glutamine 
synthetase (EC 6.3.1.2) (clone lambda-GS31) 
>gi_2170909_dbj_E02681_E02681 cDNA encoding precursor of 
chloroplast localising glutamine synthetase 



O • IN • 


401901 


Seq. ID 


LIB3431-047-P1-N1-C3 


Method 


BLASTX 


NCBI GI 


g3334346 


BLAST score 


232 


E value 


3,0e-19 


Match length 


47 


% identity 


91 


NCBI Description 


PROTEIN TRANSLATION FACTOR SUIl HOMOLOG 




>gi_2852445_dbj_BAA24697_ (AB003378) SUi: 




bakko] 


Seq. No. 


401902 


Seq. ID 


LIB3431-047-P1-N1-C4 


Method 


BLASTN 


NCBI GI 


g3345476 


BLAST score 


250 


E value 


l.Oe-138 


Match length 


304 


% identity 


95 


NCBI Description 


Oryza sativa gene for carbonic anhydrase 


Seq. No. 


401903 


Seq. ID 


LIB3431-047-P1-N1-C5 


Method 


BLASTX 


NCBI GI 


gl350986 


BLAST score 


412 


E value 


2.0e-40 


Match length 


83 


% identity 


100 


NCBI Description 


40S RIBOSOMAL PROTEIN S3A (CYC07 PROTEIN 




>gi_483431_dbj_BAA05059_ (D26060) cyc07 


Seq. No. 


401904 


Seq, ID 


LIB3431-047-P1-N1-C6 


Method 


BLASTN 


NCBI GI 


gll957 


BLAST score 


107 


E value 


4.0e-53 


Match length 


301 


% identity 


83 


NCBI Description 


Rice complete chloroplast genome 



51581 



Seq. No* 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401905 

LIB3431-047-P1-N1-C7 

BLASTX 

g2072555 

230 

6.0e-19 

44 

98 

(AF001396) metallothionein-like protein [Oryza sativa] 
>gi_6103441_gb__AAF03603.1_ (AF147786) metallothionein-like 
protein [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401906 

LIB3431-047-P1-N1-C8 

BLASTX 

gl67097 

189 

6.0e-26 

74 

82 

(M55449) ribulose 1, 5-bisphosphate carboxylase activase 
[Hordeum vulgare] 



Seq. No. 


401907 


Seq. ID 


LIB3431-047-P1-N1-D11 


Method 


BLASTN 


NCBI GI 


g2570514 


BLAST score 


312 


E value 


l.Oe-175 


Match length 


370 


% identity 


96 


NCBI Description 


Oryza sativa glycolate oxidase (GOX) 


Seq. No. 


401908 


Seq. ID 


LIB3431-047-P1-N1-D2 


Method 


BLASTN 


NCBI GI 


g20181 , 


BLAST score 


142 


E value 


5.0e-74 


Match length 


156 


% identity 


97 


NCBI Description 


Rice cab2R gene for light harvesting 




a/b-binding protein 


Seq. No. 


401909 


Seq, ID 


LIB3431-047-P1-N1-D3 


Method 


BLASTX 


NCBI GI 


gl32105 


BLAST score 


360 


E value 


4.0e-34 


Match length 


67 



itiRNA, complete cds 



% identity 

NCBI Description 



99 



PRECURSOR 



RIBULOSE BISFHOSPHATE CARBOXYLASE SMALL CHAIN C 

(RUBISCO SMALL SUBUNIT C) >gi_68 094__pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 



51582 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% ideni:ity 

NCBI Description 



(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 {AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375__prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 



401910 

LIB3431- 

BLASTX 

g534982 

214 ' 

2.0e-32 

106 

58 

(X758981 



047-P1-N1-D4 



phosphoglucomutase [Spinacia oleracea] 



401911 

LIB3431-047-P1-N1-D6 

BLASTX 

gll4622 

249 

4.0e-21 

53 

92 

ATP SYNTHASE B CHAIN (SUBUNIT I) >gi_67929_pir LWRZl 

H+-transporting ATP synthase (EC 3.6.1,34) chain I - rice 
chloroplast >gi_669080_emb_CAA33992_ {X15901) ATPase I 

subunit [Oryza sativa] >gi_226695_prf 1603356W ATPase I 

[Oryza sativa] 

401912 

LIB3431-047-P1-N1-D7 

BLASTX 

g729478 

398 

l.Oe-38 

81 

90 

FERREDOXIN— NADP REDUCTASE, LEAF ISOZYME PRECURSOR (FNR) 
>gi_442481_dbj_BAA04616_ (D17790) ferredoxin-NADP+ 
reductase [Oryza sativa] >gi__606964 9_dbj_BAA85425 . 1_ 
(AP000616) ESTs AU078647(E1557) ,072400 (E1557) correspond to 
a region of the predicted gene.; similar to 
ferredoxin-NADP+ reductase (D177 90) [Oryza satival 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401913 

LIB3431-047-P1-N1-D8 

BLASTX 

g5911312 

466 

l.Oe-46 

105 
80 

(AF026167) ankyrin repeat protein EMB506 [Arabidopsis 
thaliana] 



Seq. No. 



401914 



51583 



0 



Seq. ID 


JjJ-iDO^OX / Jr X iN ± ill J. U 


Method 


BLASTN 


NCBI GI 


gz lo 1D4 


BLAST score 


58 


E value 


8.0e-24 


Match length 


11/1 

114 


% identity 


y y 


NCBI Description 


Oryza sativa gene for cytoplasmic aldolc 




clone :A1 dp 


Seq. No. 


401915 


Seq. ID 


TT'D'5/1'51 n/1'7 — D1 —Ml — TTl 1 


Metnoa 


■QT TV CTTsT 
CliiiO i IN 


NCBI GI 


g6063530 


BLAST score 


337 


E value 




Match length 


Jo 1 


% identity 


y / 


NCBI Description 


Uryza sativa genoiciic jjinA/ cnroiriosouie 


Seq. No. 


401916 


Seq. ID 


lilt504ol~*U4 / — r 1— INl-liilZ 


Method 


TIT 7\ onrv 

BLASTX 


NCBI GI 


gl617197 


BLAST score 


224 


E value 


3 . Oe-lo 


Match length 


47 


% identity 


87 


NCBI Description 


(Z724oo) CP12 [Nicotiana taoacumj 


Seq, No. 


401917 


Seq. ID 


Llr3o4 J1-U4 /— I'l-Nl-hZ 


Method 


BLASTN 


NCBI GI 


g2072554 


BLAST score 


270 


E value 


l.Oe-150 


Match length 


2^4 


% identity 


99 


NCBI Description 


Oryza sativa metallothionein-like prote: 




^ ^ 

COS 


Seq. No. 


401918 


oeq. xu 


T TT5'^A'51 —HjI'? — Dl —Ml —TT"^ 

lilrij4 Jl U4 / —ir l—vi L—iLO 


Method 


BLASTN 


NCBI GI 


g3126853 


BLAST score 


168 


E value 


2.0e-89 


Match length 


222 



% identity 

NCBI Description 



98 

Oryza sativa chlorophyll a/b binding protein (RCABP89) 
rtiRNA, nuclear gene encoding chloroplast protein, complete 
cds 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



401919 

LIB3431-047-P1-N1-E4 

BLASTX 

g2696804 



51584 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 



306 

6.0e-28 

57 

98 

(AB009665) water channel protein [Oryza sativa] 



Seq. No. 


401920 


Seq. ID 


LIB3431-047-P1-N1-E6 


Method 


BLASTX 


NCBI GI 


g2754849 


BLAST score 


250 


E value 


3.0e-21 


Match length 


57 


% identity 


84 


NCBI Description 


(AF039000) putative serine-glyoxylate ami 




[Fritillaria agrestis] 


Seq* No. 


401921 


Seq. ID 


LIB3431-047-P1-N1-F1 


Method 


BLASTX 


NCBI GI 


g5541681 


BLAST score 


213 


E value 


5.0e-17 


Match length 


93 


% identity 


55 


KIPRT DfiC'r'Ti "nt" "i nn 


{AL096859) putative protein [Arabidopsis 


Seq. No. 


401922 


Seq. ID 


LIB3431-047-P1-N1-F11 


Method 


BLASTX 


NCBI GI 


g693920 


BLAST score 


347 


E value 


l.Oe-32 


Match length 


66 


% identity 


100 


NCBI Description 


(U21113) chlorophyll a/b binding protein 




tuberosum] 


Seq. No. 


401923 


Seq. ID 


LIB3431-047-P1-N1-F12 


Method 


BLASTX 


NCBI GI 


g517500 


BLAST score 


389 


E value 


l.Oe-37 


Match length 


93 



% identity 

NCBI Description 



82 

{M87435) precursor of the oxygen evolving complex 17 kDa 

protein [Zea mays] >gi_444338_prf 1906386A photosystem II 

0E17 protein [Pisum sativum] 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 



401924 

LIB3431-047-P1-N1-F2 

BLASTN 

g454881 

213 

l.Oe-116 
251 



51585 



% identity 96 

NCBI Description Rice gene for thioredoxin complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



401925 

LIB3431-047-P1-N1-F4 

BLASTN 

g455510 

132 

7.0e-68 

136 

99 

Rice mRNA for ferritin, partial sequence 
401926 

LIB3431-047-P1-N1-F6 

BLASTX 

g4587615 

282 

5.0e-25 

80 

66 

{AC006951) putative acyl-CoA synthetase [Arabidopsis 
thaliana] >gi_4689469_gb_AAD27905 . 1_AC007213_3 {AC007213) 
putative acyl-CoA synthetase [Arabidopsis thaliana] 

401927 

LIB3431-047-P1-N1-F8 

BLASTX 

g3789954 

332 

6.0e-31 

63 

98 

(AF094776) chlorophyll a/b-binding protein precursor [Oryza 
sativa] 

401928 

LIB3431-047-P1-N1-G11 

BLASTX 

gl32105 

393 

5.0e-38 

73 

99 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68 094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) sraall chain 
precursor {clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
{D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375__prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 

401929 

LIB3431-047-P1-N1-G12 
BLASTN 



51586 



NCBI GI 


g3345476 


BLAST score 


244 


E value 


1. Oe-135 


Match length 


307 


% identity 


95 


NCBI Description 


Oryza sativa gene for carbonic anhydrase, complete cds 


Seq. No, 


401930 


Seq. ID 


LIB3431-047-P1-N1-G2 


Method 


BLASTN 


NCBI GI 


g20181 


BLAST score 


56 


E value 


7.0e-23 


Match length 


67 


% identity 


96 


NCBI Description 


Rice cab2R gene for light harvesting chlorophyll 




a/b-binding protein 


Seq. No. 


401931 


Seq. ID 


LIB3431-047-P1-N1-G4 


Method 


BLASTX 


NCBI GI 


g4204276 


BLAST score 


226 


E value 


2.0e-18 


Match length 


73 


% identity 


58 


NCBI Description 


{AC004146) Hypothetical protein [Arabidopsis thaliana] 


Seq. No, 


401932 


Seq. ID 


LIB3431-047-P1-N1-G5 


Method 


BLASTX 


NCBI GI 


g4689380 


BLAST score 


260 


E value 


9.0e-23 


Match length 


55 


% identity 


91 


NCBI Description 


(AF139465) LHCII type III chlorophyll a/b binding protein 




[Vigna radiata] 


Seq. No. 


401933 


Seq. ID 


LIB3431-047-P1-N1-G7 


Method 


BLASTX 


NCBI GI 


gll5802 


BLAST score 


187 


E value 


3.0e-14 


Match length 


36 


% identity 


97 


NCBI Description 


CHLOROPHYLL A-B BINDING PROTEIN 36 PRECURSOR (LHCII TYPE : 




CAB-36) (LHCP) >gi_100311_pir S21827 chlorophyll 




a/b-binding protein (cab-36) - common tobacco 




>gi_19827_emb_CAA41188_ (X58230) chlorophyll a/b binding 




protein [Nicotiana tabacum] 


Seq. No. 


401934 


Seq. ID 


LIB3431-047-P1-N1-G9 


Method 


BLASTX 


NCBI GI 


gl22106 



51587 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



O 



375 

5.0e-36 

77 

97 

HISTONE H4 >gi_70771_pir HSZM4 histone H4 - maize 

>gi_81642_pir S06904 histone H4 - Arabidopsis thaliana 

>gi_2119028_pir S60475 histone H4 - garden pea 

>gi_21795_eitib_CAA24924_ {X00043) histone H4 [Triticum 
aestivum] >gi_166740 (M17132) histone H4 [Arabidopsis 
thaliana] >gi_166742 (M17133) histone H4 [Arabidopsis 
thaliana] >gi_168499 (M36659) histone H4 (H4C13) [Zea mays] 
>gi_168501 (M13370) histone H4 [Zea mays] >gi_168503 

{M13377) histone H4 [Zea mays] >gi__498898 (ai0042) histone 
H4 homolog [Pisum sativiim] >gi_1806285_emb_CAB01914_ 

(Z79638) histone H4 homologue [Sesbania rostrata] 
>gi__3927823 (AC005727) histone H4 [Arabidopsis thaliana] 
>gi_4580385__gb_AAD24364.1_AC007184_4 (AC007184) histone H4 

[Arabidopsis thaliana] >gi_6009915_dbj_BAA85120 , 1_ 

(AB018245) histone H4-lik:e protein [Solanum melongena] 
>gi_225838_prf 1314298A histone H4 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401935 

LIB3431-047-P1-N1-H12 

BLASTX 

gl419090 

320 

2.0e-29 

85 

72 

{X94968) 37kDa chloroplast inner envelope membrane 
polypeptide precursor [Nicotiana tabacum] 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401936 

LIB3431-047-P1-N1-H4 

BLASTN 

g4079797 

51 

l.Oe-19 

106 

87 

Oryza sativa 23 IcDa polypeptide of photosystem II mRNA, 
complete cds 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401937 

LIB3431-048-P1-K1-A10 

BLASTX 

gl32105 

149 

4,0e-10 

36 

83 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 
{RUBISCO SMALL SUBUNIT C) >gi_68 0 94_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1,39) small chain 

precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
{D00643) small subunit of ribulose-1, 5-bisphosphate 

carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 



51588 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 

401938 

LIB3431-048-P1-K1-B1 - 

BLASTX 

g3252813 

219 

9.0e-18 

92 

43 

(AC004705) vacuolar sorting receptor-like protein 
[Arabidopsis thaliana] >gi_3810586 (AC005398) vacuolar 
sorting receptor-like protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401939 

LIB3431-048-P1-K1-B11 

BLASTX 

g4324967 

195 

2.0e-15 

38 

89 

(AF114796) ADP-ribosylation factor [Glycine max] 
401940 

LIB3431-048-P1-K1-B12 

BLASTX 

g4689390 

260 

4.0e-23 

55 

87 

(AF139470) chlorophyll a/b-binding protein CP24 precursor 
[Vigna radiata] 



Seq. No. 


401941 


Seq. ID 


LIB3431-048-P1-K1-B2 


Method 


BLASTN 


NCBI GI 


g4959460 


BLAST score 


35 


E value 


4.0e-10 


Match length 


35 


% identity 


100 


NCBI Description 


Zea mays RACB small GTP binding protein 


Seq. No. 


401942 


Seq. ID 


LIB3431-048-P1-K1-B3 


Method 


BLASTN 


NCBI GI 


gl8957 


BLAST score 


39 


E value 


9.0e-13 


Match length 


55 


% identity 


93 


NCBI Description 


Hordeum vulgare gene for CP29 precursor 



chlorophyll a/b binding (CAB) protein of photosystem II 



51589 



(PSII) 



Seq. No. 


401943 


Seq. ID 


LIB3431-048-P1-K1-B4 


Method 


BLASTX 


NCBI GI 


gl30274 


BLAST score 


277 


E value 


5. Oe-25 


Match length 


56 


% identity 


95 


NCBI Description 


PLASTOCYANIN >gi__82500_ 


Seq. No. 


401944 


Seq, ID 


LIB3431-048-P1-K1-B5 


Method 


BLASTN 


NCBI GI 


g20369 


BLAST score 


143 


E value 


7.0e-75 


Match length 


158 


% identity 


97 


NCBI Description 


Oryza sativa shoot GS2 



pir S06105 plastocyanin - rice 



synthetase (EC 6.3.1,2) {clone lambda-GS31 ) 
>gi_2170909_dbj__E02681_E02681 cDNA encoding precursor of 
chloroplast localising glutamine synthetase 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401945 

LIB3431-048-P1-K1-B7 

BLASTX 

g3789954 

518 

7.0e-53 

97 

99 

(AF094776) chlorophyll a/b-binding protein precursor [Oryza 
sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401946 

LIB3431-048-P1-K1-B8 

BLASTX 

gll5772 

174 

5.0e-13 

40 

93 

CHLOROPHYLL A-B BINDING PROTEIN 1 PRECURSOR (LHCII TYPE I 

CAB-1) (LHCP) >gi_82460_pir S03705 chlorophyll a/b-binding 

protein IR precursor - rice >gi_20178_emb_CAA32108_ 

(X13908) chlorophyll a/b-binding preprotein (AA -31 to 235) 

[Oryza sativa] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



401947 

LIB3431-048-P1-K1-B9 

BLASTX 

g2894534 

314 

2.0e-29 
62 



51590 



% identity 


95 


NCBI Description 


(AJ224327) aquaporin [Oryza sativa] 


Seq. No, 


401948 


Seq, ID 


LIB3431-04 8-P1-K1-C12 


Method 


BLASTX 


NCBI GI 


gl917019 


BLAST score 


252 


E value 


4,0e-22 


Match length 


51 


% identity 


92 


NCBI Description 


{U92045) ribosomal protein S6 RPS6-1 [Zea mays] 


Seq. No. 


401949 


Seq. ID 


LIB34 31-04 8-P1-K1-C2 


Method 


BLASTX 


NCBI GI 


g2583133 


BLAST score 


230 


E value 


5.0e-19 


Match length 


127 


% identity 


38 


NCBI Description 


(AC002387) unknown protein [Arabidopsis thaliana] 


Seq, No. 


401950 


Seq. ID 


LIB3431-048-P1-K1-C4 


Method 


BLASTX 


NCBI GI 


g4678261 


BLAST score 


330 


E value 


3.0e-31 


Match length 


66 


% identity 


91 


NCBI Description 


(AL049657) putative proteasome regulatory subunit 




[Arabidopsis thaliana] 


Seq. No. 


401951 


Seq. ID 


LIB3431-048-P1-K1-C6 


Method 


BLASTN 


NCBI GI 


gl245938 


BLAST score 


35 


E value 


7.0e-ll 


Match length 


35 


% identity 


100 


NCBI Description 


rabClC-2 beta^chloride channel C1C-2G isoform [ral 




heart atrium, mRNA, 2998 nt] 


Seq. No. 


401952 


Seq. ID 


LIB3431-048-P1-K1-C8 


Method 


BLASTN 


NCBI GI 


g20340 


BLAST score 


42 


E value 


9.0e-15 


Match length 


94 


% identity 


86 


NCBI Description 


Rice rbcS gene for ribulose 1, 5-bisphosphate 




carboxylase/oxygenase small subunit (EC 4.1,1.39) 



Seq. No. 401953 



51591 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



LIB3431-048-P1-K1-D10 

BLASTX 

gll81331 

213 

l.Oe-17 

57 

77 

(X77569) 



calnexin [Zea mays] 



401954 

LIB3431-048-P1-K1-D2 

BLASTX 

g6014904 

145 

3.0e-09 

54 

52 

DAG PROTEIN, CHLOROPLAST PRECURSOR 
>gi_1200205_einb_CAA65064_ (X95753) 

401955 

LIB3431-048-P1-K1-D3 

BLASTN 

g3869067 



DAG [Antirrhinum ma jus] 



BLAST score 


35 


E value 


2.0e-10 


Match length 


47 


% identity 


94 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome J 




MCK7, complete sequence 


Seq. No. 


401956 


Seq. ID 


LIB3431-G48-P1-K1-D5 


Method 


BLASTN 


NCBI GI 


g5257255 


BLAST score 


157 


E value 


4.0e-83 


Match length 


178 


% identity 


98 


NCBI Description 


Oryza sativa genomic DNA, chromosome 8, clone 


Seq. No, 


401957 


Seq. ID 


LIB3431-048-P1-K1-D6 


Method 


BLASTX 


NCBI GI 


g5734713 


BLAST score 


152 


E value 


2.0e-10 


Match length 


37 


% identity 


86 


NCBI Description 


{AC008075) Is a member of PF 01169 Uncharacte; 



5, PI clone: 



(transmembrane domain) protein family, 
thaliana] 



[Arabidopsis 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



401958 

LIB3431-048-P1-K1-D8 

BLASTX 

gl729971 



51592 



o 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



258 

7.0e-23 

54 

94 

TONOPLAST INTRINSIC PROTEIN, GAMMA (GAMMA TIP) 

(AQUAPORIN-TIP) >gi_107 6745_pir S52004 gamma-Tip protein - 

rice >gi_473997_dbj_BAA05017_ (D25534) gamma-Tip [Oryza 
sativa] 

401959 

LIB3431-048-P1-K1-E1 

BLASTX 

g5630087 

200 

l.Oe-15 

111 

41 

(AC004876) similar to predicted proteins AAB54240 
(PID:g2088822) and S67138 (PID: g2132925) [Homo sapiens] 

401960 

LIB3431-048-P1-K1-E11 

BLASTN 

g304219 

80 

4.0e-37 

199 

85 

Hordeum vulgare chloroplast photosystem I PSK-I subunit 
mRNA, complete cds 

401961 

LIB3431-048-P1-K1-E2 

BLASTN 

g4959460 

38 

3.0e-12 

38 
100 

Zea mays RACB small GTP binding protein mRNA, complete cds 
401962 

LIB3431-048-P1-K1-E4 

BLASTX 

gl32105 

222 

l.Oe-18 

63 

73 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094__pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1^ 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 
sativa] >gi_226375_prf 1508256A ribulose bisphosphate 



51593 



carboxylase S [Oryza sativa] 



Seq. No. 


401963 


Seq. ID 


LIB3431-048-P1-K1-E5 


Method 


BLASTX 


NCBI GI 


g4105131 


BLAST score 


139 


E value 


6.0e-09 


Match length 


31 


% identity 


94 


NCBI Description 


(AF043539) ClpC protease [Spinacia oleracea; 


Seq. No. 


401964 


Seq. ID 


LIB3431-048-P1-K1-E7 


Method 


BLASTX 


NCBI GI 


g5733874 


BLAST score 


351 


E value 


2.0e-33 


Match length 


112 


% identity 


56 


NCBI Description 


(AC007932) F11A17.8 [Arabidopsis thaliana] 


Seq. No. 


401965 


Seq. ID 


LIB3431-048-P1-K1-F10 




BLASTX 


NCBI GI 


g671740 


BLAST score 


315 


E value 


l,0e-29 


Match length 


68 


% identity 


87 


NCBI Description 


(X84730) ribulose-bisphosphate carboxylase 




construct] 


Seq. No. 


401966 


Seq. ID 


LIB3431-048-P1-K1-F4 


Method 


BLASTN 


NCBI GI 


g2306980 


BLAST score 


99 


E value 


l.Ge-48 


Match length 


112 


% identity 


97 


NCBI Description 


Oryza sativa photosystem I antenna protein 




complete cds 


Seq. No. 


401967 


Seq. ID 


LIB3431-048-P1-K1-F6 


Method 


BLASTN 


NCBI GI 


g21843 


BLAST score 


39 


E value 


l.Oe-12 


Match length 


76 


% identity 


88 


NCBI Description 


Wheat PsbO mRNA for 33kDa oxygen evolving p 




photosystem II 


Seq. No. 


401968 


Seq, ID 


LIB3431-048-P1-K1-F7 



[synthetic 



(Lhca) mRNA, 



51594 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g3126854 

151 

4.0e-10 

33 
91 

{AF061577) chlorophyll a/b binding protein [Oryza sativa] 
401969 

LIB3431-048-P1-K1-G10 

BLASTX 

g733454 

266 

2.0e-23 

74 

73 

{U23188) chlorophyll a/b-binding apoprotein CP26 precursor 
[Zea mays] 

401970 

LIB3431-048-P1-K1-G12 

BLASTX 

g2501189 

444 

2.0e-44 

90 

94 

THIAMINE BIOSYNTHETIC ENZYME 1-1 PRECURSOR 

>gi_2 13014 6_pir S61419 thiamine biosynthetic enzyme thil-1 

- maize >gi_596078 (U17350) thiamine biosynthetic enzyme 
[Zea mays] 

401971 

LIB3431-048-P1-K1-G4 

BLASTX 

g671740 

416 

6.0e-41 

75 

100 

{X84730) ribulose-bisphosphate carboxylase [synthetic 
construct] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



401972 

LIB3431-048-P1-K1-G9 

BLASTN 

g218207 

104 

9.0e-52 

112 

98 

Oryza sativa mRNA for the small subunit of 

ribulose-1/ 5-bisphosphate carboxylase, complete cds, clone 

pOSSS1139 

401973 

LIB3431-048-P1-K1-H1 



51595 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



precursor - rice 

type I light-harvesting 



BLASTX 
g320618 
275 

8.0e-25 
51 
96 

chlorophyll a/b-binding protein I 
>gi_218172_dbj__BAA00536_ (D00641) 
chlorophyll a/b-binding protein [Oryza sativa] 

>gi_227 611_prf 1707316A chlorophyll a/b binding protein 1 

[Oryza sativa] 



401974 

LIB3431-048-P1-K1-H10 

BLASTX 

g3891918 

339 

2.0e-32 

67 

93 

Ferredoxin:nadp-t- Oxidoreductase 
Mutant E3121 



[Ferredoxin Reductase) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401975 

LIB3431-048-P1-K1-H2 

BLASTX 

g606817 

143 

2.0e-09 

36 

78 

{U08404) carbonic anhydrase [Oryza sativa] 
>gi_5917783_gb_AAD56038.1_AF182806_l (AF182806) 
anhydrase 3 [Oryza sativa] 



carbonic 



401976 

LIB3431-048-P1-K1-H3 

BLASTN 

gl235663 

103 

4,0e-51 

115 

97 

Oryza sativa clone pFDRSC61 novel calmodulin-li]ce protein 
mRNA, complete cds 

401977 

LIB3431-048-P1-K1-H5 

BLASTX 

g3063710 

188 

l.Oe-14 

54 

57 

(AL022537) putative protein [Arabidopsis thaliana] 



Seq. No. 



401978 



51596 



o 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



PRECURSOR 



LIB3431-048-P1-K1-H8 
BLASTX 
g2244786 
158 

4.0e-ll 
39 
69 

(Z97335) ribonucleoprotein like protein [Arabidopsis 
thaliana] 

401979 

LIB3431-048-P1-N1-A10 
BLASTX 
gl32105 
385 

4.0e-37 
72 
97 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1,39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 {AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 

401980 

LIB3431-048-P1-N1-A12 

BLASTX 

gll5813 

257 

4.0e-22 

61 

82 

CHLOROPHYLL A-B BINDING PROTEIN 8 PRECURSOR {LHCI TYPE III 
CAB-8) >gi_19182_emb_CAA33330_ (X15258) Type III 
chlorophyll a/b-binding protein [Lycopersicon esculentum] 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401981 

LIB3431-048-P1-N1-A2 

BLASTX 

g2499417 

370 

2.0e-35 

91 

77 

GLYCINE CLEAVAGE SYSTEM H PROTEIN 

>gi_1085826_pir S49248 H-protein 

>gi__547558_emb_CAA85761_ (Z37524) 
anomala] 



PRECURSOR 

- Flaveria anomala 
H-protein [ Flaveria 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



401982 

LIB3431-048-P1-N1-A3 

BLASTX 

gll5813 



51597 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 



257 

3.0e-22 

61 
82 

CHLOROPHYLL A-B BINDING PROTEIN 8 PRECURSOR (LHCI TYPE III 
CAB-8) >gi_19182_einb_CAA33330_ (X15258) Type III 
chlorophyll a/b-binding protein [Lycopersicon esculentum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401983 

LIB3431-048-P1-N1-A4 

BLASTX 

gl663724 

357 

9.0e-34 

105 

66 

(U5084 6) 4 -coumarate: coenzyme A ligase [Nicotiana tabacum] 
401984 

LIB3431-048-P1-N1-A6 

BLASTN 

g2072554 

63 

l.Oe-26 

174 

85 

Oryza sativa metallothionein-like protein mRNA, complete 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401985 

LIB3431-048-P1-N1-A8 

BLASTN 

g3789953 

184 

4.0e-99 

255 

93 

Oryza sativa chlorophyll a/b-binding protein precursor 
(Cab26) mRNA, nuclear gene encoding chloroplast protein, 
complete cds 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401986 

LIB3431-048-P1-N1-B11 

BLASTX 

g2293566 

166 

2.0e-ll 

30 

100 

(AF012896) ADP-ribosylation factor 1 



[Oryza sativa] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



401987 

LIB3431-048-P1-N1-B4 

BLASTX 

g481190 

301 

2.0e-27 



51598 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



60 
95 

plastocyanin precursor - barley >gi_22705_einb_CAA68696_ 
(Y00704) plastocyanin precursor [Hordeum vulgare] 
>gi_431920_emb_CAA82201_ (Z28347) plastocyanin [Hordeum 
vulgare] 

401988 

LIB3431-048-P1-N1-B5 

BLASTN 

g20369 

321 

O.Oe+00 

355 

98 

Oryza sativa shoot GS2 mRNA for chloroplastic glutamine 
synthetase (EC 6.3.1.2) (clone lambda-GS31) 
>gi_2170909_dbj_E02681__E02681 cDNA encoding precursor of 
' chloroplast localising glutamine synthetase 

401989 

LIB3431-048-P1-N1-B7 

BLASTX 

g3789954 

299 

5.0e-27 
57 
98 

(AF094776) 
sativa] 



chlorophyll a/b-binding protein precursor [Oryza 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



401990 

LIB3431-048-P1-N1-B8 

BLASTX 

g3036946 

301 

2.0e-27 

61 

95 

{AB012637) light harvesting chlorophyll a/b-binding protein 
[Nicotiana sylvestris] 

401991 

LIB3431-048-P1-N1-B9 

BLASTX 

g2696804 

406 

l.Oe-39 

79 

95 

(AB009665) water channel protein [Oryza sativa] 
401992 

LIB3431-048-P1-N1-C12 

BLASTX 

gl917019 

195 



51599 



E value 5.0e-15 

Match length 67 

% identity 69 

NCBI Description (U92045) ribosomal protein S6 RPS6-1 [Zea mays] 



Seq. No, 401993 

Seq. ID LIB3431-048-P1-N1-C3 

Method BLASTN 

NCBI GI g4138289 



BLAST score 


243 


E value 


l.Oe-134 


Match length 


343 


% identity 


93 


NCBI Description 


Oryza sativa inRNA for thioredoxin M 


Seq. No. 


401994 


Seq, ID 


LIB3431-048-P1-N1-C4 


Method 


BLASTX 


NCBI GI 


g4678261 


BLAST score 


388 


F. va 1 1IP 


2. Oe-37 


Match length 


85 


% identity 


92 


NCBI Description 


(AL049657) putative proteasome regulatory subunit 




[Arabidopsis thaliana] 


Seq. No. 


401995 


Seq. ID 


LIB3431-048-P1-N1-C5 


Method 


BLASTX 


NCBI GI 


g4585875 


BLAST score 


395 




3 0p-3R 


Match length 


89 


% identity 


75 


NCBI Description 


(AC005850) Unknown protein [Arabidopsis thaliana] 


Seq. No. 


401996 


Seq. ID 


LIB3431-048-P1-N1-C8 


Method 


BLASTX 


NCBI GI 


g671740 


BLAST score 


155 


E value 


2.0e-10 


Match length 


33 


% identity 


91 


NCBI Description 


{X84730) ribulose-bisphosphate carboxylase [synthetic 




construct] 


Seq. No. 


401997 


Seq. ID 


LIB3431-048-P1-N1-C9 


Method 


BLASTN 


NCBI GI 


g3345476 


BLAST score 


235 


E value 


l.Oe-129 


Match length 


305 



% identity 95 

NCBI Description Oryza sativa gene for carbonic anhydrase, complete cds 



51600 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401998 

LIB3431-048-P1-N1-D3 

BLASTX 

g3256035 

222 

5.0e-18 

81 

52 

(Y14274) 
bicolor] 



putative serine/threonine protein kinase [Sorghum 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401999 

LIB3431-048-P1-N1-D5 

BLASTX 

g5257277 

331 

7.0e-31 

68 

99 

{APG00364) ESTs C98431 (E0144 ) , C71728 (E0144 ) correspond to t 
region of the predicted gene.; Similar to Medicago sativa 
S-adenosyl-L-methionine. (U20736) [Oryza sativa] 



Seq. No. 


402000 


Seq. ID 


LIB3431-048-P1-N1-D8 


Method 


BLASTN 


NCBI GI 


g435648 


BLAST score 


69 


E value 


2. Oe-30 


Match length 


105 


% identity 


91 


NCBI Description 


Rice mRNA for gamma-Tip, complete cds 


Seq. No. 


402001 


Seq. ID 


LIB3431-048-P1-N1-D9 


Method 


BLASTX 


NCBI GI 


gl651922 


BLAST score 


175 


E value 


2.0e-12 


Match length 


60 


% identity 


55 


NCBI Description 


{D90901) hypothetical protein [Synechocysti: 


Seq. No. 


402002 


Seq. ID 


LIB3431-048-P1-N1-E10 


Method 


BLASTN 


NCBI GI 


gl9565 


BLAST score 


35 


E value 


4,0e-10 


Match length 


47 


% identity 


94 


NCBI Description 


M.liliiflora GADPH mRNA for glycolytic 



sp.] 



Seq. No. 
Seq. ID 
Method 



glyceraldehyde-3-phosphate 
402003 

LIB3431-048-P1-N1-E11 
BLASTX 



dehydrogenase 



51601 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



g548605 
162 

2.0e-ll 

37 

89 

PHOTOSYSTEM I REACTION CENTRE 
(LIGHT-HARVESTING COMPLEX I 7 



SUBUNIT X PRECURSOR 
KD PROTEIN) (PSI-K) 



>gi_539055_pir ^A48527 photosystem I protein psaK precursor 

- barley >gi__304220 (L12707) photosystem I PSI-K subunit 
[Hordeum vulgare] 

402004 

LIB3431-G48-P1-N1-E2 

BLASTX 

gl31176 

260 

l.Oe-22 

62 
85 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT IV PRECURSOR 
(PHOTOSYSTEM I 10.8 KD POLYPEPTIDE) (PSI-E) 

>gi_72683_pir F1BH4 photosystem I chain IV precursor - 

barley >gi_19087_emb_CAA68782_ (Y00966) psa2 preprotein (AA 

-4 6 to 101) [Hordeum vulgare] >gi__226163_prf 1413233A 

lO.SkD photosystem I protein [Hordeum vulgare var. 
distichum] 

402005 

LIB3431-048-P1-N1-E4 

BLASTX 

g347451 

359 

5.0e-34 

72 

92 

{L22155) 
sativa] 



ribulose 1, 5-bisphosphate carboxylase [Oryza 



402006 

LIB3431-048-P1-N1-E5 

BLASTX 

g461753 

321 

l,0e-29 

87 

69 

ATP-DEPENDENT CLP PROTEASE ATP-BINDING SUBUNIT CLPA HOMOLOG 

PRECURSOR >gi__419773_pir S31164 ATP-dependent ClpB 

proteinase regulatory chain homolog precursor, chloroplast 
- garden pea >gi_169128 (L09547) nuclear encoded precursor 
to chloroplast protein [Pisum sativum] 

402007 

LIB3431-048-P1-N1-E6 

BLASTN 

g2196541 

161 



51602 



o 



E value 


2 . Oe-85 


Match length 


221 


% identity 


93 


NCBI Description 


Oryza sativa glycine-rich protein mRNA, complete cds 


Seq. No. 


402008 


Seq. ID 


LIB34 31-04 8-P1-N1-E7 


Method 


BLASTX 


NCBI GI 


g5733874 


BLAST score 


243 


E value 


1. Oe-20 


Match length 


75 


% identity 


56 


NCBI Description 


(AC007932) F11A17.8 [Arabidopsis thaliana] 


Seq. No. 


402009 


Seq. ID 


LIB3431-048-P1-N1-F1 


Method 


BLASTX 


NCBI GI 


gl31176 


BLAST score 


288 


E value 


8.0e-26 


Match length 


60 


% identity 


93 


NCBI Description 


PHOTOSYSTEM I REACTION CENTRE SDBUNIT IV PRECURSOR 



(PHOTOSYSTEM I 10.8 KD POLYPEPTIDE) (PSI-E) 

>gi_72683_pir F1BH4 photosystem I chain IV precursor - 

barley >gi_19087_einb_CAA68782_ {Y00966) psa2 preprotein (AA 

-46 to 101) [Hordexom vulgare] >gi_226163_prf 1413233A 

10.8kD photosystem I protein [Hordeum vulgare var. 
distichum] 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402010 

LIB3431-048-P1-N1-F10 

BLASTN 

g218207 

164 

3.0e-87 

249 

92 

Oryza sativa mRNA for the small si±)unit of 

ribulose-1, 5-bisphosphate carboxylase, complete cds, clone 

POSSS1139 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402011 

LIB3431-048-P1-N1-F12 

BLASTX 

gll5807 

234 

l.Oe-19 

61 

75 

CHLOROPHYLL A-B BINDING PROTEIN E PRECURSOR (LHCIl TYPE I 

CAB-E) (LHCP) >gi_72736_pir CDNTEC chlorophyll a/b-binding 

protein type I precursor (cab-E) - curled-leaved tobacco 
>gi_170212 {M21398) chlorophyll a/b-binding protein-E 
[Nicotiana pliambaginif olia] 



51603 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
^Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402012 

LIB3431-048-P1-N1-F4 

BLASTN 

g2306980 

74 

l.Oe-33 

88 
97 

Oryza sativa photosystem I antenna protein 
complete cds 



(Lhca) mRNA, 



402013 

LIB3431-048-P1-N1-F6 

BLASTX 

g482311 

298 

6.0e-27 

69 

90 

photosystem II oxygen-evolving complex protein 1 - rice 

(strain Nihonbare) >gi_739292_prf 2002393A oxygen-evolving 

complex protein 1 [Oryza sativa] 

402014 

LIB3431-048-P1-N1-F7 

BLASTN 

g3126853 

122 

4,0e-62 

188 

96 

Oryza sativa chlorophyll a/b binding protein (RCABP8 9) 
mRNA, nuclear gene encoding chloroplast protein, complete 
cds 



Seq. No. 

Seq.* ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402015 

LIB3431-048-P1-N1-F8 

BLASTN 

g430946 

37 

3.0e-ll 

65 

89 

Arabidopsis thaliana PSI type III chlorophyll a/b-binding 
protein (Lhca3*l) mRNA, complete cds 

402016 

LIB3431-048-P1-N1-G1 

BLASTX 

g733454 

402 

4.0e-39 

81 

95 

(U23188) chlorophyll a/b-binding apoprotein CP2 6 precursor 
[Zea mays] 



51604 



Seq. No. 


4UzUl / 


Seq, ID 


Lil no 4 o I — U 4 o - r I— N 1 -(a^i 


Method 


BLAbxA 


NCBI GI 


g4105794 


BLAST score 


175 


E value 




Matcn lengtn 


4 / 


% identity 


bU 


jnod-L uesciipmon 




Seq. No. 


A A O A 1 O 

4uzUlo 


beq. ID 


TTn'5/1'51 n/fQ IDT Ml r*/! 
Lii30 4oI — U4 o — rl — DJl— u4 


Method 


riJLiio 1 IN 


NCBI GI 


—Q n C3 c o Q 

gJUoooz J 


oijiio i scoire 




E value 


l.Oe-12 


Match length 


59 


% identity 


92 


NCBI Description 


Oryza sativa ribulose 




subunit mRNA, complete 



[Petunia x hybrida] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402019 

LIB3431-048-P1-N1-G8 

BLASTX 

g4757718 

190 

4.0e-14 

53 
66 

actin-like 6 >gi_4001803 
>gi_4218064_dbj_BAA74577_ 
[Homo sapiens] 



{AF041474) BAF53a [Homo sapiens] 
(AB015907) actin-related protein 



402020 

LIB3431-048-P1-N1-G9 

BLASTN 

g218207 

34 

l.Oe-09 

98 

84 

Oryza sativa mRNA for the small subunit of 
ribulose-1, 5-bisphosphate carboxylase, complete cds, 
pOSSS1139 



clone 



402021 

LIB3431-048-P1-N1-H10 

BLASTX 

g729478 

171 

2.0e-12 

39 

79 

FERREDOXIN—NADP REDUCTASE, LEAF ISOZYME PRECURSOR (FNR) 
>gi_442481_dbj_BAA04616__ (D17790) f erredoxin-NADP-h 
reductase [Oryza sativa] >gi_6069649__dbj_BAA85425.1_ 
(AP000616) ESTs AU078647 (E1557) ,C72400 (E1557) correspond to 



51605 



a region of the predicted gene,; similar to 
ferredoxin-NADP+ reductase {D17790) [Oryza sativa] 



Seq. No* 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402022 

LIB3431-048-P1-N1-H12 

BLASTX 

gll70937 

189 

3.0e-14 

33 

100 

S-ADENOSYLMETHIONINE SYNTHETASE 1 (METHIONINE 
ADENOSYLTRANSFERASE 1) (ADOMET SYNTHETASE 1) 
>gi_450549_emb_CAA81481_ (Z26867) S-adenosyl methionine 
synthetase [Oryza sativa] 



Seq. No. 


402023 


Seq. ID 


LIB3431-048-P1-N1-H2 


Method 


BLASTX 


NCBI GI 


g3345477 


BLAST score 


346 


E value 


2.0e-32 


Match length 


66 


% identity 


98 


NCBI Description 


(AB016283) carbonic anhyd: 


Seq, No. 


402024 


Seq, ID 


LIB3431-048-P1-N1-H3 


Method 


BLASTX 


NCBI GI 


gl235664 


BLAST score 


314 


E value 


7.0e-29 


Match length 


88 


% identity 


75 


NCBI Description 


{U37936) novel calmodulin- 



>gi_3171148 (AF064456) 
sativa subsp. indica] 



calmodulin-like protein [Oryza 



Seq. No. 


402025 


Seq. ID 


LIB3431-048-P1-N1-H5 


Method 


BLASTX 


NCBI GI 


g3063710 


BLAST score 


175 


E value 


2,0e-12 


Match length 


35 


% identity 


80 


NCBI Description 


{AL022537) putative protein [Arabidopsis thaliana] 


Seq. No. 


402026 


Seq. ID 


LIB3431-049-P1-K1-A10 


Method 


BLASTN 


NCBI GI 


g20181 


BLAST score 


71 


E value 


4.0e-32 


Match length 


113 


% identity 


93 


NCBI Description 


Rice cab2R gene for light harvesting chlorophyll 



51606 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



O 



a/b-binding protein 
402027 

LIB3431-04 9-P1-K1-A2 

BLASTX 

g4510363 

242 

5.0e-21 

50 

86 

(AC007017) putative DNA-binding protein [Arabidopsis 
thaliana] 



Seq, No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402028 

LIB3431-04 9-P1-K1-B11 

BLASTX 

g445116 

226 

2.0e-28 

71 

92 

light-harvesting complex Ila protein; 



[Hordeum vulgare] 



402029 

LIB3431-04 9-P1-K1-B12 

BLASTX 

g606817 

295 

2. Oe-32 

87 

86 

(U08404) carbonic anhydrase [Oryza sativa] 
>gi_5917783_gb_AAD56038,l_AF182806_l (AF182806) 
anhydrase 3 [Oryza sativa] 



carbonic 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402030 

LIB3431-04 9-P1-K1-B2 

BLASTN 

g20181 

74 

7.0e-34 

81 

99 

Rice cab2R gene for light harvesting chlorophyll 
a/b-binding protein 

402031 

LIB3431-049-P1-K1-B3 

BLASTN 

g20181 

48 

2.0e-18 

72 

92 

Rice cab2R gene for light harvesting chlorophyll 
a/b-binding protein 



51607 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402032 

LIB3431-049-P1-K1-B5 

BLASTN 

g4079797 

144 

2.0e-75 

155 

99 

Oryza sativa 23 kOa polypeptide of photosystem II mRNA, 
complete cds 

402033 

LIB3431-049-P1-K1-B7 

BLASTX 

g549063 

276 

5.0e-37 

82 

99 

TRANSLATIONALLY CONTROLLED TUMOR PROTEIN HOMOLOG (TCTP) 

>gi_1072464_pir ^A38958 IgE-dependent histamine-releasing 

factor homolog - rice >gi_303835_dbj_BAA02151__ (D12626) 
21kd polypeptide [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402034 

LIB3431-04 9-P1-K1-C12 

BLASTX 

g606817 

661 

4.0e-81 

155 

99 

(U08404) carbonic anhydrase [Oryza sativa] 
>gi_5917783_gb_AAD56038.1_AF182806_l {AF182806) 
anhydrase 3 [Oryza sativa] 



carbonic 



Seq. No. 


402035 


Seq. ID 


LIB3431-049-P1-K1-C4 


Method 


BLASTX 


NCBI GI 


gl805617 


BLAST score 


163 


E value 


5.0e-20 


Match length 


56 


% identity 


96 


NCBI Description 


{D49704) OSH44 transcript 


Seq. No. 


402036 


Seq. ID 


LIB3431-049-P1-K1-C5 


Method 


BLASTN 


NCBI GI 


g3885885 


BLAST score 


191 


E value 


l.Oe-103 


Match length 


226 


% identity 


97 


NCBI Description 


Oryza sativa Rieske Fe-S ] 




complete cds 



[Oryza sativa] 



precursor protein (RISP) mRNA, 



51608 



Seq* No, 


402037 


Seq. ID 


LIBo4ol-U4y-Pi-Ki-C / 


Method 


BLASTN 


NCBI GI 


g218171 


BLAST score 


83 


E value 


4.0e-39 


Match length 


138 


% identity 


91 


NCBI Description 


Oryza sativa mRNA for type I light-harvesting chlorophyll 




a/b binding protein of photosystem II (LHCPII) ^ complete 




cds 


Seq. No. 


402038 


Seq. ID 


LIBJ4 Jl-U4y-Pl-Kl-Co 


Method 


BLASTX 


NCBI GI 


g2739360 


BLAST score 


152 


E value 


6.0e-18 


Match length 


102 


% identity 


51 


NCBI Description 


{AC002505) unknown protein [Arabidopsis thaliana] 




>gi 3075385 (AC004484) unknown protein [Arabidopsis 




thaliana j 


Seq. No. 


402039 


Seq. ID 


LIB3431-049-P1-K1-D1 ^ 


Method 


BLASTN 


NCBI GI 


g4218534 


BLAST score 


45 


E value 


2.0e-16 


Match length 


45 


% identity 


100 


NCBI Description 


Triticum sp. mRNA for GRABl protein 


Seq. No. 


402040 


Seq. ID 


LIB3431-04 9-P1-K1-D10 


Method 


BLASTX 


NCBI GI 


g3789954 


BLAST score 


367 


E value 


4.0e-45 


Match length 


100 


% identity 


95 


NCBI Description 


(AF094776) chlorophyll a/b-binding protein precursor [Oryz. 




sativa] 


Seq. No. 


402041 


Seq. ID 


LIB3431-04 9-P1-K1-D12 


Method 


BLASTX 


NCBI GI 


g3676294 


BLAST score 


151 


E value 


5.0e-21 


Match length 


r iC 
OD 


% identity 


77 


NCBI Description 


(U964 96) mitochondrial ATPase beta subunit [Nicotlana 




sylvestris] 


Seq. No. 


402042 



51609 



Seq. ID 


L1do4o1— U4 y— rl-J\l-U4 


Method 


BLAbiA 


NCBI GI 


g3126854 


BLAST score 


345 


E value 


6. Oe-35 


Match length 


78 


% identity 


97 


NCBI Description 


(AF0d1577) cnloropnyll a, 


Seq. No. 


402043 


Seq. ID 


LIB34 31-04 9-Pl-Kl-ElO 


Method 


BLASTN 


NCBI CjI 


gjiztsoo J 


BLAST score 


150 


E value 


6.0e-79 


Match length 


222 


% identity 


93 


NCBI Description 


Oryza sativa chlorophyll 



b binding protein (RCABP89) 
mRNA, nuclear gene encoding chloroplast protein, complete 
cds 



Seq. No. 


402044 


Seq. ID 


LIB3431-049-P1-K1-E11 


Method 


BLASTN 


NCBI GI 


g4138289 


BLAST score 


68 


E value 


4.0e-30 


Match length 


72 


% identity 


99 


NCBI Description 


Oryza sativa iriRNA for • 


Seq, No. 


402045 


Seq. ID 


LIB3431-049-P1-K1-E9 


Method 


BLASTN 


NCBI GI 


g3885891 


BLAST score 


80 


E value 


7.0e-37 


Match length 


95 


% identity 


97 


NCBI Description 


Oryza sativa photosyst' 




inRNA, complete cds 



M 



-1 F subunit precursor (PSI-F) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402046 

LIB3431-049-P1-K1-F12 

BLASTX 

g3885894 

266 

9.0e-34 

91 

86 

(AF093635) photosystem-1 H subunit G0S5 [Oryza sativa] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



402047 

LIB3431-049-P1-K1-F2 

BLASTX 

g2130089 

219 



51610 



E value 
Match length 
% identity 
NCBI Description 



4.0e-18 

49 

90 

2-oxoglutarate/malate translocator (clone OMT103) , 
mitochondrial membrane - proso millet 

>gi_1100743_dbj_BAA08105_ (D45075) 2-oxogiutarate/malate 
translocator [Panicum miliaceum] 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402048 

LIB3431-04 9-P1-K1-F4 
BLASTX 
g320618 
332 

l.Oe-33 
95 
75 

chlorophyll a/b-binding protein I 
>gi_218172_dbj_BAA00536_ (D00641) 
chlorophyll a/b-binding protein [Oryza sativa] 

>gi_227611_prf 1707316A chlorophyll a/b binding protein 1 

[Oryza sativa] 



precursor - rxce 

type I light-harvesting 



Seq. No. 


402049 


Seq. ID 


LIB3431-04 9-P1-K1-F6 


Method 


BLASTN 


NCBI GI 


g409581 


BLAST score 


38 


E value 


l.Oe-12 


Match length 


62 


% identity 


90 


NCBI Description 


Rice mRNA for serine ( 


Seq. No. 


402050 


Seq. ID 


LIB3431-04 9-P1-K1-F8 


Method 


BLASTN 


NCBI GI 


g218207 


BLAST score 


107 


E value 


2.0e-53 


Match length 


142 


% identity 


94 


NCBI Description 


Oryza sativa mRNA for 



ribulose-1, 5-bisphosphate carboxylase, complete cds, clone 
POSSS1139 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402051 

LIB34 31-04 9-P1-K1-F9 

BLASTN 

g218132 

137 

3.0e-71 

162 

96 

Rice mRNA for Heat shock protein 



Seq. No. 
Seq. ID 
Method 



402052 

LIB34 31-04 9-P1-K1-G7 
BLASTX 



51611 



o 



NCBI GI 


g4741940 


BLAST score 


255 


E value 


1 . Oe-30 


Match length 


75 


% identity 


88 


NCBI Description 


(AE134120) Lhca2 protein [Arabidopsis thaliana] 


Seq. No. 


402053 


Seq. ID 


LIB3431-04 9-P1-K1-H10 


Method 


BLASTN 


NCBI GI 


g2062705 


BLAST score 


35 


E value 


2. Oe-10 


Match length 


35 


% identity 


100 


NCBI Description 


Human butyrophilin (BTF5) mRNA, complete cds 


Seq. No. 


402054 


Seq. ID 


LIB3431-049-P1-K1-H5 


Method 


BLASTX 


NCBI GI 


g4262142 


BLAST score 


157 


E value 


1. Oe-10 


Match length 


61 


% identity 


54 


NCBI Description 


(AC005275) putative alcohol dehydrogenase [Arabidops. 




thaliana] 


Seq. No. 


402055 


Seq. ID 


LIB34 31-04 9-P1-K1-H7 


Method 


BLASTN 


NCBI GI 


g21840 


BLAST score 


34 


E value 


1. Oe-09 


Match length 


50 


% identity 


92 


NCBI Description 


Triticum aestivum RNA for phosphoribulokinase 


Seq. No. 


402056 


Seq. ID 


LIB34 31-04 9-P1-N1-A2 


Method 


BLASTX 


NCBI GI 


g4510363 


BLAST score 


175 


E value 


2.0e-12 


Match length 


36 


% identity 


89 


NCBI Description 


(AC007017) putative DNA-binding protein [Arabidopsis 




thaliana] 


Seq, No. 


402057 


Seq. ID 


LIB34 31-04 9-P1-N1-A5 


Method 


BLASTX 


NCBI GI 


g3158476 


BLAST score 


317 


E value 


5.0e-29 


Match length 


76 


% identity 


76 



51612 



NCBI Description (AF067185) aquaporin 2 [Samanea saman] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402058 

LIB3431-049-P1-N1-A7 

BLASTX 

gll5813 

248 

4.0e-21 

56 

86 

CHLOROPHYLL A-B BINDING PROTEIN 8 PRECURSOR (LHCI TYPE III 
CAB-8) >gi_19182_emb_CAA33330_ (X15258) Type III 
chlorophyll ' a/b-binding protein [Lycopersicon esculentum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402059 

LIB3431-04 9-P1-N1-A8 

BLASTX 

g563235 

513 

4.0e-52 

117 

88 

(015964) xyloglucan endo-transglycosylase homolog; similar 
to Triticxam aestivxim endo-xyloglucan transferase, PIR 
Accession Number E49539 [Zea mays] >gi_563927 (U15781) 
xyloglucan endo-transglycosylase homolog [Zea mays] 

>gi_1097378__prf 2113418A xyloglucan endotransglycosylase 

homolog [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402060 

LIB3431-049-P1-N1-B11 

BLASTX 

g2326947 

153 

6.0e-10 

34 

91 

(Z50801) Chlorophyll a/b-binding protein CP29 precursor 
[Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402061 

LIB3431-049-P1-N1-B2 

BLASTX 

g3036949 

309 

3.0e-28 

59 

100 

(AB012638) light harvesting chlorophyll a/b-binding protein 
[Nicotiana sylvestris] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



402062 

LIB3431-04 9-P1-N1-B5 

BLASTX 

g4079798 

385 

4.0e-37 



51613 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



O 

76 
97 

{AF052203) 23 kDa polypeptide of photosystem II [Oryza 
sativa] 

402063 

LIB3431-049-P1-N1-B7 

BLASTX 

g549063 

283 

3,0e-25 

53 

98 

TRANSLATIONALLY CONTROLLED TUMOR PROTEIN HOMOLOG (TCTP) 

>gi_1072464__pir ^A38958 IgE-dependent histamine-releasing 

factor homolog - rice >gi_303835_dbj_BAA02151_ (D12626) 
21kd polypeptide [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402064 

LIB3431-049-P1-N1-B8 

BLASTN 

g2624325 

150 

5.0e-79 

201 
94 

Oryza sativa mRNA for glycine-rich RNA-binding protein 
(OsGRPl) 

402065 

LIB3431-049-P1-N1-C10 

BLASTX 

g400879 

257 

2,0e-22 

53 

83 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT PSAN PRECURSOR 

(PSI-N) >gi_47 9690__pir S35159 photosystem I chain psaN 

barley >gi_19095_emb_CAA47056_ (X66428) photosystem I 
subunit N [ Horde um vulgare] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



402066 

LIB3431-049-P1-N1-C2 

BLASTX 

g2130069 

200 

2.0e-15 

39 

97 

catalase (EC 1.11.1.6 



catA - rice 



>gi_1261858_dbj_BAA06232_ (D29966) catalase [Oryza sativa] 



402067 

LIB34 31-04 9-P1-N1-C4 

BLASTN 

gl805615 



51614 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



345 

O.Oe+00 

432 

94 

Rice OSH45 gene for OSH42, OSH44 and OSH45 transcripts, 
exon If 3, 4, 5^ 6 and 7, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402068 

LIB3431-049-P1-N1-C5 

BLASTN 

g3885885 

195 

l.Oe-105 

202 

100 

Oryza sativa Rieske Fe-S precursor protein 
complete cds 



(RISP) mRNA, 



402069 

LIB3431-049-P1-N1-C7 

BLASTX 

g289920 

284 

3.0e-25 

56 

96 

(L07119) chlorophyll A/B binding protein [Gossypium 
hirsutum] 

402070 

LIB3431-049-P1-N1-C8 

BLASTX 

g2739360 

261 

l.Oe-22 

111 

52 

(AC002505) unknown protein [Arabidopsis thaliana] 
>gi_3075385 (AC004484) unknown protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



402071 

LIB3431-04 9-P1-N1-C9 

BLASTN 

g2970050 

38 

7.0e-12 

102 

84 

Vigna radiata mRNA for ARGIO, complete cds 
402072 

LIB3431-049-P1-N1-D1 

BLASTN 

g398603 

39 

2.0e-12 



51615 



Match length 

% identity 

NCBI Description 



II 



63 
90 

A.thaliana ATAFl mRNA 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402073 

LIB3431-049-P1-N1-D10 

BLASTX 

g3789954 

184 

l.Oe-13 

47 

79 

(AF094776) 
sativa] 



chlorophyll a/b-binding protein precursor [Oryza 



Seq. No. 


402074 


Seq. ID 


LIB3431-049-P1-N1-D4 


Method 


BLASTX 


NCBI GI 


g3126854 


BLAST score 


389 


E value 


l.Oe-37 


Match length 


82 


% identity 


90 


NCBI Description 


(AF061577) chlorophyll a/b binding protein [Oryza sativa] 


Seq. No. 


402075 


Seq. ID 


LIB3431-049-P1-N1-D6 


Method 


BLASTX 


NCBI GI 


g5478797 


BLAST score 


415 


E value 


9.0e-41 


Match length 


91 


% identity 


87 


NCBI Description 


(AB021310) chlorophyll b synthase [Oryza sativa] 


Seq. No. 


402076 


Seq. ID 


LIB3431-049-P1-N1-D9 


Method 


BLASTX^ 


NCBI GI 


gl617197 


BLAST score 


177 


E value 


7.0e-13 


Match length 


36 


% identity 


89 


NCBI Description 


(272488) CP12 [Nicotiana tabacum] 


Seq, No. 


402077 


Seq. ID 


LIB3431-049-P1-N1-E10 


Method 


BLASTN 


NCBI GI 


g3126853 


BLAST score 


63 


E value 


5.0e-27 


Match length 


98 


% identity 


91 


NCBI Description 


Oryza sativa chlorophyll a/b binding protein (RCABP89) 




mRNA, nuclear gene encoding chloroplast protein, complete 




cds 



51616 



0 



Seq* No. 


402078 


O r> « TVS 

beq. lU 




Method. 




NCBI GI 


g4138289 


BLAST score 


163 


E value 


Z . ue-o D 


Matcn lengtn 


OO A 


% icLentity 


O / 


NCBI Description 


Oryza sativa luRNA for thioredoxin 


Seq, No. 


402079 


beq. iU 


TTTDQ/'3T A/IO T)1 "Ml TTO 

Lirio4ol-0 4 y-rl-Nl-lLZ 


Method 


DT 7\ OrpV 




rrl 9P ^^QH 

y Xit 0 o i?u 


BLAST score 


529 


E value 


8.0e-54 


Match length 


116 


% identity 


90 


NCBI Description 


NADH-PLASTOQUINONE OXIDOREDUCTASE 



>gi_66161_pir DERZN3 NADH dehydrogenase (ubiquinone) (EC 

1,6,5.3) chain 3 - rice chloroplast >gi_11989_emb_CAA34001_ 
(X15901) ndhC; NADH dehydrogenase ND3 [Oryza sativa] 

>gi__226610_prf 1603356AG NADH dehydrogenase ND3 [Oryza 

sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402080 

LIB3431-049-P1-N1-E9 

BLASTX 

g3885892 

200 

l.Oe-15 

49 

82 

(AFO 93634) photosystem-1 F subunit precursor [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402081 

LIB3431-049-P1-N1-F12 

BLASTX 

g3885894 

178 

5.0e-13 

59 

68 

(AFO 93635) photosystem-1 H subunit G0S5 [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402082 

LIB3431-049-P1-N1-F2 

BLASTX 

g2130089 

439 

2.0e-43 

88 

90 

2-oxoglutarate/malate translocator (clone OMT103), 
mitochondrial membrane - proso millet 

>gi_1100743_dbj_BAA08105_ (D45075) 2-oxoglutarate/malate 
translocator [Panicum miliaceum] 



51617 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402083 

LIB3431-04 9-P1-N1-F4 
BLASTX 
g320618 
241 

2.0e-20 
54 
87 

chlorophyll a/b-binding protein I 
>gi_218172_dbj_BAA00536_ {D00641) 
chlorophyll a/b-binding protein [Oryza sativa] 

>gi_227611_prf 1707316A chlorophyll a/b binding protein 1 

[Oryza sativa] 



precursor - rice 

type I light-harvesting 



Seq. No, 


402084 


Seq. ID 


LIB3431-049-P1-N1-F6 


Method 


BLASTN 


NCBI GI 


g409581 


BLAST score 


416 


E value . 


O.Oe+00 


Match length 


452 


% identity 


98 


NCBI Description 


Rice mRNA for serine carboxypeptidase-like protein 


Seq. No. 


402085 


Seq. ID 


LIB3431-049-P1-N1-F8 


Method 


BLASTX 


NCBI GI 


g671740 


BLAST score 


252 


E value 


l.Oe-21 


Match length 


57 


% identity 


82 


NCBI Description 


(X84730) ribulose-bisphosphate carboxylase [synthet: 




construct] 


Seq. No. 


402086 


Seq. ID 


LIB3431-049-P1-N1-F9 


Method 


BLASTX 


NCBI GI 


g829283 


BLAST score 


273 


E value 


5.0e-24 


Match length 


68 


% identity 


82 


NCBI Description 


(Z15018) heat shock protein hsp82 [Oryza sativa] 


Seq. No. 


402087 


Seq. ID 


LIB3431-049-P1-N1-G2 


Method 


BLASTX 


NCBI GI 


g3885892 


BLAST score 


389 


E value 


l.Oe-37 


Match length 


75 


% identity 


100 


NCBI Description 


(AF093634) photosystem-1 F subunit precursor [Oryza 


Seq. No. 


402088 



51618 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3431-049-P1-N1-G3 

BLASTN - 

g3885891 

34 

5.0e-10 

58 
90 

Oryza sativa photos ys t em- 1 F subunit precursor 
mRNA, complete cds 



(PSI-F) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402089 

LIB3431-049-P1-N1-G6 

BLASTX 

g6006283 

162 

3.0e-ll 
41 
71 

{AB015861) 
thaliana] 



photosystem I subunit PSI-L [Arabidopsis 



Seq. No. 


402090 




Seq. ID 


LIB3431- 


'049-P1-N1-G7 


Method 


BLASTX 




NCBI GI 


g551047 




BLAST score 


243 




E value 


2.0e-20 




Match length 


55 




% identity 


85 




NCBI Description 


(X79277) 


type II LHCI 


Seq. No. 


402091 




Seq. ID 


LIB3431- 


-049-P1-N1-G8 


Method 


BLASTN 




NCBI GI 


g218207 




BLAST score 


180 




E value 


l,0e-96 




Match length 


279 




% identity 


90 




NCBI Description 


Oryza sativa mRNA for 



[Lolium temulentum] 



ribulose-1, 5-bisphosphate carboxylase, 
POSSS1139 



complete cds, clone 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402092 

LIB3431-049-P1-N1-H5 

BLASTX 

g4262142 

145 

5.0e-09 

69 

49 

(AC005275) putative alcohol dehydrogenase [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 



402093 

LIB3431-04 9-P1-N1-H6 
BLASTX 



51619 





go / 1 / 4i u 


BLAST score 


380 


E value 


2.0e-36 


Matca lengtn 


by 


% identity 


100 


NCBI Description 


(X84730) ribulose-bisphosphate carboxylase [synthet. 




consrrucTz j 


Seq. No. 


yi A o n Q yi 


becj. IJJ 


T '51 — n/l Q_D1 —Ml — 


Method 


"nT 7\ ornv 
bLAb iA 


NCBI GI 


g21839 


BLAST score 


336 


E value 


Z . Ue-oi 


Match length 


/o 


% identity 


87 


NCBI Description 


(Ao/yozj pnospnorjLOuioKinase Lj-rincuin aesnvuiuj 


Seq. No. 


/I A A A A C 

402095 


beq. lu 




Method 


bL/ib i N 


NCBI GI 


g2062705 


BLAST score 


35 


E value 


5 . Oe-10 


Match length 


35 


% identity 


100 


NCBI Description 


Human butyrophilin {BTF5) mRNA, complete cds 


Seq. No. 


402096 


Seq. ID 


LIBo4 Jl-OoU-Pl-KI-All 


metnoci 


"DT 7\ CnrV 
bliAb i A 




rrl '^1 1 Q9 
gX 


BLAST score 


449 


E value 


l.Oe-44 


Match length 


97 


% identity 


87 


NCBI Description 


PHOTOSYSTEM I REACTION CENTRE SUBUNIT V PRECURSOR 



(PHOTOSYSTEM I 9 KD PROTEIN) (PSI-G) >gi_100606__pir S20937 

photosystem I chain V precursor - barley 

>gi_19091__emb__CAA42727__ (X60158) photosystem I polypeptide 
PSI-G precursor [Hordeum vulgare] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402097 

LIB3431-050-P1-K1-A2 

BLASTX 

gl32105 

339 

4.0e-32 

79 

86 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68 094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1,39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
{D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 



51620 



Seq. No. 

Seq* ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 

402098 

LIB3431-050-P1-K1-A5 

BLASTX 

g671740 

449 

l.Oe-44 

83 

99 

(X84730) ribulose-bisphosphate carboxylase [synthetic 
construct] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



402099 

LIB3431-050-P1-K1-A6 

BLASTX 

g2072555 

237 

6.0e-20 

44 

100 

(AF001396) metallothionein-like protein [Oryza sativa] 
>gi_6103441_gb_AAF03603.1_ (AF147786) metallothionein-like 
protein [Oryza sativa] 

402100 

LIB3431-050-P1-K1-A7 

BLASTX 

gll70507 

627 

2.0e-65 

130 

92 

EUBCARYOTIC INITIATION FACTOR 4A-3 (EIF-4A-3) 

>gi_100276_pir S22579 translation initiation factor eIF-4A 

- curled-leaved tobacco >gi_19699_emb_CAA43514_ (X61206) 
nicotiana eukaryotic translation initiation factor 4A 
[Nicotiana plumbaginifolia] 

402101 

LIB3431-050-P1-K1-A8 

BLASTX 

g3080391 

526 

l.Oe-53 

125 

76 

{AL022603) putative protein [Arabidopsis thalianal 
402102 

LIB3431-050-P1-K1-B1 

BLASTN 

g218207 

101 

2,0e-49 
116 



51621 



o 



% identity 

NCBI Description 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



97 

Oryza sativa mRNA for the small subunit of 

ribulose-1, 5-bisphosphate carboxylase, complete cds, clone 

pOSSS1139 

402103 

LIB3431-050-P1-K1-B10 

BLASTN 

g20262 

268 

l.Oe-149 

308 
97 

0. sativa light-induced mRNA 
402104 

LIB3431-050-P1-K1-B2 

BLASTX 

g320618 

290 

3.0e-26 

70 

79 

chlorophyll a/b-binding protein I precursor - rice 
>gi_218172__dbj__BAA00536_ (D00641) type I light-harvesting 
chlorophyll a/b-binding protein [Oryza sativa] 

>gi_227611_prf 1707316A chlorophyll a/b binding protein 1 

[Oryza sativa] 



Seq. No. 


402105 


Seq. ID 


LIB3431-050-P1-K1-B3 


Method 


BLASTX 


NCBI GI 


g3367596 


BLAST score 


311 


E value 


6.0e-32 


Match length 


98 


% identity - 


70 


NCBI Description 


{AL031135) putative protein [Arabidopsis 


Seq. No. 


402106 


Seq. ID 


LIB3431-050-P1-K1-B7 


Method 


BLASTX 


NCBI GI 


g2924785 


BLAST score 


165 


E value 


2.0e-ll 


Match length 


79 


% identity 


47 


NCBI Description 


{AC002334) similar to disease resistance 




[Arabidopsis thaliana] 


Seq. No. 


402107 


Seq. ID 


LIB3431-050-P1-K1-C1 


Method 


BLASTX 


NCBI GI 


g3236242 


BLAST score 


435 


E value 


4.0e-43 


Match length 


106 



51622 



% identity 

NCBI Description 



O 

80 

{AC004684) putative ribosomal protein L36 [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq< ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402108 

LIB3431-050-P1-K1-C12 

BLASTX 

g82080 

364 

8.0e-35 

103 

70 

chlorophyll a/b-binding protein type III precursor - tomato 

>gi__226872_prf 1609235A chlorophyll a/b binding protein 

[Lycopersicon esculentum] 

402109 

LIB3431-050-P1-K1-C2 

BLASTX 

g3036953 

273 

5.0e-24 

51 

100 

(AB012640) light harvesting chlorophyll a/b-binding protein 
[Nicotiana sylvestris] 



Seq. No. 


402110 


Seq. ID 


LIB3431-050-P1-K1-C7 


Method 


BLASTX 


NCBI GI 


g3808101 


BLAST score 


335 


E value 


2.0e-33 


Match length 


99 


% identity 


70 


NCBI Description 


(AJ012165) chloroplast 


Seq. No. 


402111 


Seq. ID 


LIB3431-050-P1-K1-C9 


Method 


BLASTX 


NCBI GI 


gl32105 


BLAST score 


480 


E value 


2.0e-48 


Match length 


112 


% identity 


82 


NCBI Description 


RIBULOSE BISPHOSPHATE i 




(RQBISCO SMALL SUBUNIT 




ribulose-bisphosphate < 



Seq. No. 
Seq. ID 



BOXYLASE SMALL CHAIN C PRECURSOR 

>gi_68094_pir RKRZS9 

boxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj__BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 

402112 

LIB3431-050-P1-K1-D1 



51623 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g3929924 

210 

4.0e-17 

41 

100 

{AB020502) 



catalase [Oryza sativa] 



402113 

LIB3431-050-P1-K1-D10 

BLASTX 

g462195 

281 

5.0e-25 

69 

81 

PROTEIN TRANSLATION FACTOR SUIl HOMOLOG {G0S2 PROTEIN) 

>gi_100682_pir S21636 G0S2 protein - rice 

>gi_20238_einb_CAA36190_ (X51910) G0S2 [Oryza sativa] 
>gi_3789950 (AF094774) translation initiation factor [Oryza 
sativa] 



Seq. No, 


402114 


Seq. ID 


LIB3431-050-P1-K1-D11 


Method 


BLASTX 


NCBI GI 


g2072555 


BLAST score 


237 


E value 


7.0e-20 


Match length 


44 


% identity 


100 


NCBI Description 


(AF001396) metallothionein-like ] 




>gi_6103441_gb_AAF03603.1__ (AF14' 




protein [Oryza sativa] 


Seq. No. 


402115 


Seq. ID 


LIB3431-050-P1-K1-D2 


Method 


BLASTN 


NCBI GI 


g6015437 


BLAST score 


36 


E value 


8.0e-ll 


Match length 


36 


% identity 


100 


NCBI Description 


Homo sapiens PEXl luRNA, complete 


Seq. No. 


402116 


Seq. ID 


LIB3431-050-P1-K1-D3 


Method 


BLASTX 


NCBI GI 


gl370188 


BLAST score 


304 


E value 


5.0e-28 


Match length 


71 


% identity 


79 


NCBI Description 


(Z73943) RAB7D [Lotus japonicus] 


Seq. No. 


402117 


Seq. ID 


LIB3431-050-P1-K1-D6 


Method 


BLASTX 



metallothionein-like 



51624 



NCBI GI 


g 


BLAST score 


317 


E value 


4.0e-29 


Match length 


<r /- 
OO 


% identity 


94 


NCBI Description 


(UzJloo) cnioropnyix a/D-oxi 




[Zea mays] 


Seq. No. 


402118 


Seq. ID 


ijlD0 4l^l — UOU""r U / 


Method 


rSLiAb 1 A 


NCBI GI 


g5541681 


BLAST score 


225 


E value 




Match length 


165 


% identity 


O A 


NCBI Description 


tALuyoooyj puT,ai-xve prouem 


Seq. No. 


;! A 1 1 A 

402119 


Seq. ID 


LIBJ4ol-UoU-Pl-Ki-Do 


Method 


BLASTX 


NCBI GI 


g6015065 


BLAST score 


308 


E value 


9.0e-29 


Match length 


64 


% identity 


92 


NCBI Description 


ELONGATION FACTOR 2 (EF-2) . 




(Zy/l/o) elongatxon ractor , 


Seq. No. 


402120 


Seq. ID 


LIBo4ol-U0U-FX-KI-JiiX 


Method 


BLASTX 


NCBI GI 


gxoJo /ol 


BLAST score 


357 


E value 


5.0e-34 


Match length 


81 


% identity 


89 


NCBI Description 


{U86018) photosystem II 10 



2 [Beta vulgaris] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 
Seq, ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



402121 

LIB3431-050-P1-K1-E10 

BLASTN 

g6015437 

36 

l.Oe-10 

47 

65 

Homo sapiens PEXl mRNA, complete cds 
402122 

LIB3431-050-P1-K1-E2 

BLASTX 

g2346966 

144 

8.0e-09 

57 
53 



51625 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



O 



(AB004871) CPC [Arabidopsis thaliana] 

>gi_4559383_gb_AAD23043,l_AC006526_8 (AC006526) putative 
DNA binding protein CPC [Arabidopsis thaliana] 

402123 

LIB3431-050-P1-K1-E4 

BLASTX 

g3915186 

231 

4.0e-19 

86 

55 

UBIQUITIN-CONJUGATING ENZYME E2-21 KD (UBIQUITIN-PROTEIN 
LIGASE) (UBIQUITIN CARRIER PROTEIN) {PEROXIN-4) >gi_3128447 
{AF061604) ubiquit in-conjugating enzyme homolog peroxin 4 
[Pichia angusta] 



Seq. No. 


402124 


Seq. ID 


LIB3431-05G-P1-K1-E7 


Metnou 


BLASTN 


NCBI GI 


g6015437 


BLAST score 


36 


E value 


9. Oe-11 


Match length 


36 


% identity 


100 


NCBI Description 


Homo sapiens PEXl mRNA, complete cds 


Seq. No- 


402125 


Seq. ID 


LIB3431-050-P1-K1-E9 


Method 


BLASTX 


NCBI GI 


g3036946 


BLAST score 


281 


E value 


3.0e-25 


Match length 


56 


% identity 


95 


NCBI Description 


(AB012637) light harvesting chlorophyll 




[Nicotiana sylvestris] 


Seq. No. 


402126 


Seq. ID 


LIB3431-050-P1-K1-F1 


Method 


BLASTX 


NCBI GI 


gl25580 


BLAST score 


155 


E value 


8.0e-ll 


Match length 


48 


% identity 


73 



NCBI Description 



PHOSPHORIBULOKINASE PRECURSOR ( PHOSPHOPENTOKINASE) (PRKASE) 

(PRK) >gi_100839_pir S15743 phosphoribulokinase (EC 

2.7.1,19) - wheat >gi_5924030_emb_CAB56544 . 1_ (X51608) 
phosphoribulokinase [Triticum aestivum] 



Seq. No. 
Seq, ID 
Method 
NCBI GI 
BLAST score 
E value 



402127 

LIB3431-050-P1-K1-F11 

BLASTX 

g4572679 

161 

2.0e-ll 



51626 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



65 
52 

{AC006954) RSZp22 splicing factor; contains RNA recognition 
motif [Arabidopsis thaliana] 

402128 

LIB3431-050-P1-K1-F3 

BLASTX 

gll72558 

201 

7.0e-16 

79 

47 

OUTER PLASTIDIAL MEMBRANE PROTEIN PORIN (VOLTAGE-DEPENDENT 
ANION-SELECTIVE CHANNEL PROTEIN) (VDAC) 

>gi__480122_pir S36454 porin porl - garden pea 

>gi_396819_emb_CAA80988_ {Z25540) Porin [Pisum sativum] 

402129 

LIB3431-050-P1-K1-F4 

BLASTX 

gll5787 

344 

l.Oe-32 

80 
91 

CHLOROPHYLL A-B BINDING PROTEIN 2 PRECURSOR (LHCII TYPE I 

CAB-2) (LHCP) >gi_82461_pir S03706 chlorophyll a/b-binding 

protein 2R precursor - rice >gi_20182_emb_CAA32109_ 

{X13909) chlorophyll a/b-binding preprotein (AA -28 to 235) 

[Oryza sativa] 



Seq. No. 


402130 


Seq. ID 


LIB3431-050-P1-K1-F6 


Method 


BLASTN 


NCBI GI 


g6015437 


BLAST score 


36 


E value 


4.0e-ll 


Match length 


36 


% identity 


100 


NCBI Description 


Homo sapiens PEXl mRNA, complete cds 


Seq. No. 


402131 


Seq. ID 


LIB3431-050-P1-K1-F8 


Method 


BLASTX 


NCBI GI 


g3688182 


BLAST score 


367 


E value 


2.0e-37 


Match length 


92 


% identity 


89 


NCBI Description 


{AL031804) P-Protein - like protein [Arabidopsis 


Seq. No. 


402132 


Seq. ID 


LIB3431-050-P1-K1-F9 


Method 


BLASTX 


NCBI GI 


g3789952 


BLAST score 


497 
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0 



E value 


2.0e-50 
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Od L.X V Ct J 




ft X 




XiXDJ*iOX UJU IT X £\.X OX 




RT.A^TN 


NCBI GI 


g6006355 


BLAST score 


125 


Hi V a. -l u.t; 






^ ou 


o XLlCilLXLy 


1 nn 

xuu 




WXyZiCL OClLXVCf. y y IIL^IUXO UL\r\f L^llXt^lLUJoUllLC D/ 




ft U-d X jfl 


Seq, ID 


xiXDv?*iox u vj u XT X rvx VJXU 


Mp1" hofi 


BLASTX 


NCBI GI 


g4680501 


BLAST score 
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TT Tra 1 no 
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iMd 1-011 Xcliy 
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oeq. iNo. 
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DXiriO i A 


NCBI GI 


g21693 


BLAST score 
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TP TT a 1 no 
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i\ictu\^xi xyiiy uXl 
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^ xu.t5iicxcy 
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38 


TP lno 
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Q rio— 1 9 
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nclUv--ll Xcliy Lil 
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^ XQenUXLy 
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KIPRT HT 
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^1 n 

O X u 


E value 


1 Oe-28 


Match length 


107 


% identity 


54 


NCBI Description 


{AL022577) dJ353H6»2.1 (SWl/SNF related. 




actin dependent regulator of chromatin, ; 




1 (SNF2L1)) [Homo sapiens] 



clone: P0493C11 



complete cds 



subfamily a, member 



51628 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



402138 

LIB3431-050-P1-K1-G7 

BLASTX 

g417260 

349 

5.0e-33 

110 

66 

LIGHT REGULATED PROTEIN PRECURSOR >gi_422003__pir S33632 

lirl protein - rice >gi_20263_einb_CAA48706_ {X68807) 
light-regulated gene [Oryza sativa] 

402139 

LIB3431-050-P1-K1-G8 

BLASTX 

gl944407 

265 

3.0e"23 

65 

72 

(D86988) KIAA0221 [Homo sapiens] 
402140 

LIB3431-050-P1-K1-H11 

BLASTX 

g2072555 

233 

2.0e-19 

44 

98 

(AF001396) metallothionein-like protein [Oryza sativa] 
>gi_6103441_gb_AAF03603.1_ {AF147786) metallothionein-lilce 
protein [Oryza sativa] 

402141 

LIB34 31-050-P1-K1-H2 

BLASTX 

g320618 

406 

9.0e-40 

96 

80 

chlorophyll a/b-binding protein I precursor - rice 
>gi_218172_dbj_BAA00536_ (D00641) type I light-harvesting 
chlorophyll a/b-binding protein [Oryza sativa] 

>gi_227611_prf 1707316A chlorophyll a/b binding protein 1 

[Oryza sativa] 

402142 

LIB3431-050-P1-K1-H3 

BLASTX 

g430947 

390 

6.0e-38 

104 

72 



51629 



NCBI Description {U01103) PSI type III chlorophyll a/b-binding protein 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402143 

LIB3431-050-P1-K1-H4 

BLASTX 

gl32105 

251 

8,0e-22 

67 

76 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538__ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 





carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 




ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 




sativa] >gi_226375_prf 1508256A ribulose bisphosphate 




carboxylase S [Oryza sativa] 


Seq. No. 


402144 


Seq. ID 


LIB3431-050-P1-K1-H5 


Method 


BLASTX 


NCBI GI 


g2570515 


BLAST score 


488 


E value 


3.0e-49 


Match length 


110 


% identity 


86 


NCBI Description 


(AF022740) glycolate oxidase [Oryza sativa] 


Seq. No. 


402145 


Seq. ID 


LIB3431-050-P1-K1-H9 


Method 


BLASTX 


NCBI GI 


g2072555 


BLAST score 


237 


E value 


7.0e-20 


Match length 


44 


% identity 


100 


NCBI Description 


(AF001396) metallothionein-like protein [Oryza sativa] 




>gi_6103441_gb_AAF03603.1_ (AF147786) metallothionein-like 




protein [Oryza sativa] 


Seq. No. 


402146 


Seq, ID 


LIB3431-050-P1-N1-A11 


Method 


BLASTX 


NCBI GI 


gl31192 


BLAST score 


359 


E value 


3,0e-34 


Match length 


74 


% identity 


89 


NCBI Description 


PHOTOSYSTEM I REACTION CENTRE SUBUNIT V PRECURSOR 



(PHOTOSYSTEM I 9 KD PROTEIN) (PSI-G) >gi__100606_pir S20937 

photosystem I chain V precursor - barley 

>gi_19091_emb_CAA42727_ (X60158) photosystem I polypeptide 
PSI-G precursor [Hordeum vulgare] 



51630 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402147 

LIB3431-050-P1-N1- 

BLASTX 

g347451 

291 

4.0e-26 

57 
98 

{L22155) 
sativa] 



■A2 



ribulose 1, 5-bisphosphate carboxylase [Oryza 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402148 

LIB34 31-050-P1-N1-A6 

BLASTX 

g2072555 

279 

l.Oe-24 

54 

93 

(AF001396) metallothionein-like protein [Oryza sativa] 
>gi_6103441_gb_AAF03603.1_ (AF147786) metallothionein-like 
protein [Oryza sativa] 

402149 

LIB3431-050-P1-N1-A9 

BLASTX 

g2499417 

277 

l.Oe-24 

62 
82 

GLYCINE CLEAVAGE SYSTEM H PROTEIN PRECURSOR 

>gi_1085826_pir S49248 H-protein - Flaveria anomala 

>gi_547558_einb_CAA85761_ (Z37524) H-protein [Flaveria 
anomala] 



Seq. No. 


402150 


Seq. ID 


LIB3431-050-P1-N1-B10 


Method 


BLASTN 


NCBI GI 


g20262 


BLAST score 


146 


E value 


2.0e-76 


Match length 


274 


% identity 


89 


NCBI Description 


0. sativa light-induced raRNA 


Seq. No. 


402151 


Seq. ID 


LIB3431-050-P1-N1-B11 


Method 


BLASTX 


NCBI GI 


g4587570 


BLAST score 


144 


E value 


8.0e-09 


Match length 


66 


% identity 


45 


NCBI Description 


(AC00655Q) Strong similarity 



protein homolog from Arabidopsis thaliana chromosome 4 
contig gb_Z97337. ESTs gb_T20765 and gb_AA586277 come from 



51631 



this gene 



Seq. No* 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402152 

LIB3431-050-P1-N1-B2 

BLASTX 

gll5787 

480 

3.0e-48 

92 

99 

CHLOROPHYLL A-B BINDING PROTEIN 2 PRECURSOR (LHCII TYPE I 

CAB-2) (LHCP) >gi_82461__pir S03706 chlorophyll a/b-binding 

protein 2R precursor - rice >gi_20182_emb_CAA32109_ 
{X13909) chlorophyll a/b-binding preprotein (AA -28 to 235) 
[Oryza sativa] 



Seq. No. 


402153 


Seq, ID 


LIB3431- 


Method 


BLASTX 


NCBI GI 


gl429226 


BLAST score 


228 


E value 


l.Oe-18 


Match length 


47 


% identity 


85 


NCBI Description 


(X98861) 


Seq. No. 


402154 


Seq. ID 


LIB3431- 


Method 


BLASTX 


NCBI GI 


g5729802 


BLAST score 


452 


E value 


6.0e-45 


Match length 


91 


% identity 


89 


NCBI Description 


similar ■ 



TFIIA [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



homolog 



to S. pombe dimlH- >gi_2565275 
[Homo sapiens] 



(AF023611) Dimlp 



402155 ' 

LIB3431-050-P1-N1-C1 

BLASTX 

g3236242 

334 

4.0e-31 

98 

69 

(AC004684) putative ribosomal protein L36 [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402156 

LIB3431-050-P1-N1-C11 

BLASTX 

gl31176 

203 

6.0e-16 

47 

87 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT IV PRECURSOR 



51632 



o # 

(PHOTOSYSTEM I 10.8 KD POLYPEPTIDE) (PSI-E) 

>gi_72683_pir F1BH4 photosystem I chain IV precursor - 

barley >gi_19087_einb_CAA68782_ (Y00966) psa2 preprotein (AA 

-46 to 101) [Hordeum vulgare] >gi_226163_prf 1413233A 

10,8kD photosystem I protein [Hordeum vulgare var. 
distichum] 

Seq. No. 402157 

Seq. ID LIB3431-050-P1-N1-C12 

Method BLASTX 

NCBI GI gll5813 

BLAST score 201 

E value l.Oe-15 

Match length 4 6 

% identity 80 

NCBI Description CHLOROPHYLL A-B BINDING PROTEIN 8 PRECURSOR (LHCI TYPE III 
CAB-8) >gi_19182_einb_CAA33330_ (X15258) Type III 
chlorophyll a/b-binding protein [Lycopersicon esculentum] 

Seq. No. 402158 
Seq. ID ^ LIB3431-050-P1-N1-C2 
Method ' BLASTX 
NCBI GI g289920 
BLAST score . 267 

E value 3.0e-23 
Match length 51 
'% identity 98 

NCBI Description (L07119) chlorophyll A/B binding protein [Gossypium 
hirsutxjm] 

Seq. No. 402159 

Seq. ID LIB3431-050-P1-N1-C4 

Method BLASTX 

NCBI GI g2492487 

BLAST score 330 

E value l.Oe-30 

.Match length 76 

% identity 87 

NCBI Description 14-3-3-LIKE PROTEIN B (14-3-3B) >gi_1070354_emb_CAA63658_ 
(X93170) Hvl4-3-3b [Hordeum vulgare] 

402160 

LIB3431-050-P1-N1-C9 
BLASTN 
g218207 
124 

2.0e-63 
231 
88 

Oryza sativa mRNA for the small subunit of 
ribulose-1, 5-bisphosphate carboxylase, complete cds, clone 
pOSSS1139 

Seq. No. 402161 

Seq. ID LIB3431-050-P1-N1-D1 

Method BLASTN 

NCBI GI g3868755 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



51633 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



150 

8.0e-79 

250 
91 

Oryza sativa CatC gene for catalase, complete cds 
402162 

LIB3431-050-P1-N1-D10 

BLASTN 

g3789949 

186 

l.Qe-100 

298 

91 

Oryza sativa translation initiation factor (G0S2) mRNA, 
complete cds 

402163 

LIB3431-050-P1-N1-D11 

BLASTX 

g2072555 

333 

5.0e-31 

62 

97 

(AF001396) metallothionein-like protein [Oryza sativa] 
>gi_6103441_gb_AAF03603.1_ {AF147786) metallothionein-like 
protein [Oryza sativa] 



Seq. No. 


402164 


Seq. ID 


LIB3431-050- 


Method 


BLASTX 


NCBI GI 


g4680212 


BLAST score 


187 


E value 


7.0e-14 


Match length 


53 


% identity 


66 


NCBI Description 


{AF114171) : 


Seq. No. 


402165 


Seq. ID 


LIB3431-050 


Method 


BLASTX 


NCBI GI 


g5541681 


BLAST score 


212 


E value 


7.0e-17 


Match length 


92 


% identity 


55 


NCBI Description 


(AL096859) : 


Seq. No. 


402166 


Seq. ID 


LIB3431-050 


Method 


BLASTX 


NCBI GI 


gl835731 


BLAST score 


187 


E value 


l.Oe-28 


Match length 


88 


% identity 


80 



-D4 



hypothetical protein [Sorghum bicolor] 



-D7 



putative protein [Arabidopsis thaliana] 



51634 



NCBI Description (U86018) photosystem II 10 kDa polypeptide [Oryza sativa] 



Seq, No. 


4U^1d / 


Seq. ID 


LIB3431-050-P1-N1-E5 


Method 


BLASTN 


NCBI GI 


gll957 


BLAST score 


323 


E value 


0 . Oe+00 


Match length 


431 


% identity 


99 


NCBI Description 


Rxce complete chloroplast genome 


Seq. No. 


402168 


Seq. ID 


LIB3431-050-P1-N1-E9 


Method 


BLASTN 


NCBI GI 


g20181 


BLAST score 


43 


E value 


6. Oe-15 


Match length 


146 


% identity 


82 


NCBI Description 


Rice cab2R gene for light harvesting chlorophyll 




a/b-binding protein 


Seq. No. 


402169 


Seq. ID 


LIB3431-050-P1-N1-F1 


Method 


BLASTX 


NCBI GI 


g21839 


BLAST score 


340 


E value 


8.0e-32 


Match length 


73 


% identity 


93 


NCBI Description 


(X57952) phosphoribulokinase [Triticum aestivum] 


Seq. No. 


402170 


Seq. ID 


LIB3431-050-P1-N1-F12 


Method 


BLASTN 


NCBI GI 


g3273244 


BLAST score 


46 


E value 


l.Oe-16 


Match length 


62 


% identity 


94 


NCBI Description 


Oryza sativa DNA for NLS receptor, complete cds 


Seq. No. 


402171 


Seq. ID 


LIB3431-050-P1-N1-F3 


Method 


BLASTX 


NCBI GI 


gll72555 


BLAST score 


184 


E value 


2.0e-13 


Match length 


61 


% identity 


57 


NCBI Description 


34 KD OUTER MITOCHONDRIAL MEMBRANE PROTEIN PORIN 



{VOLTAGE-DEPENDENT ANION-SELECTIVE CHANNEL PROTEIN) (VDAC) 

(POM 34) >gi_629720_pir S46936 34K porin - potato 

>gi_1076682_pir ^A55364 porin (clone pPOM-34) - potato 

mitochondrion >gi_516166_emb_CAA56599__ (X80386) 34 kDA 
porin [Solanum tuberosum] 



51635 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402172 

LIB3431-050-Pl-Ni-F8 

BLASTX 

g710308 

174 

2.0e-12 
49 

67 „ 

(U11693) victorin binding protein [Avena sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402173 

LIB3431-050-P1-N1-G1 

BLASTN 

g6006355 

265 

l.Oe-147 

360 

93 

Oryza sativa genomic DNA, chromosome 6, clone : P04 93C11 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402174 

LIB3431-050-P1-N1-G10 

BLASTX 

g4680338 

194 

8.Ge-15 

51 

73 

(AF128457) 
indica] 



hypothetical protein [Oryza sativa subsp. 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



402175 

LIB3431-050-P1-N1-G5 

BLASTX 

gl362615 

256 

6.0e-22 

99 

54 

iswi protein - fruit fly (Drosophila melanogaster) 
>gi_439197 {L27127) ISWI protein [Drosophila melanogaster] 

402176 

LIB3431-050-P1-N1-G7 

BLASTN 

g20262 

78 

3.0e-36 

121 

92 

0. sativa light-induced mRNA 
402177 

LIB3431-050-P1-N1-H11 

BLASTN 

g2570514 



51636 



o • 



BLAST score 


38 


E value 


5 . Oe-12 


Match length 


42 


% identity 


98 


NCBI Description 


Oryza sativa glycolate oxidase (GOX) mRNA, complete cds 


Seq. No. 


402178 


Seq. ID 


LIB3431-050-P1-N1-H2 


Meunoa 


BLASTX 


NLbi CjI 


g4ziyio 


oLiAoi score 


loo 


E value 


l.Oe-11 


Match length 


31 


% identity 


100 


NCBI Description 


chlorophyll a/b-bindmg protein - English ivy (fragment) 




>gi_12582__ernb__CAA48410_ (X68333) light harvesting 




chlorophyll a /b binding protein [Hedera helix] 


Seq. No. 


402179 


Seq. ID 


LIB3431-050-P1-N1-H4 


Metnoa 


BLASTN 


NCBI GI 


g218207 


riijAoi score 


/ 2 


E value 


3.0e-32 


Match length 


174 


% identity 


85 


NCBI Description 


Oryza sativa mRNA for the small subunit of 




ribulose-1, 5-bisphosphate carboxylase, complete cds, cloi 




pOSSS1139 


Seq. No. 


402180 


Seq. ID 


LIB3431-050-P1-N1-H5 


Method 


BLASTN 


NCBI GI 


g2570514 


BLAST score 


240 


E value 


l.Oe-132 


Match length 


335. 


% identity 


93 


NCBI Description 


Oryza sativa glycolate oxidase (GOX) mRNA, complete cds 


Seq. No, 


402181 


Seq. ID 


LIB3431-050-P1-N1-H9 


Metnoa 


TIT TV fTTTKT 

BLASTN 


NCBI GI 


g2072554 


BLAST score 


135 


E value 


6.0e-70 


Match length 


183 


% identity 


93 


NCBI Description 


Oryza sativa metallothionein-like protein mRNA, complete 




cds 


Seq. No. 


402182 


Seq. ID 


LIB3431-051-P1-K1-A11 


Method 


BLASTX 


NCBI GI 


g2072555 


BLAST score 


313 


E value 


8.0e-29 




51637 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



62 
90 

{AF001396) metallothionein-like protein [Oryza sativa] 
>gi_61034 41_gb_AAF03603.1_ (AF147786) metallothionein-like 
protein [Oryza sativa] 

402183 

LIB3431-051-P1-K1-A3 

BLASTN 

g20177 

102 

2.0e-50 

123 

98 

Rice cablR gene for light harvesting chlorophyll 
a/b-binding protein 

402184 

LIB3431-051-P1-K1-A5 

BLASTX 

g5103807 

349 

5.0e-33 

93 
69 

(AC007591) Contains similarity to gb_AF014403 type-2 
phosphatidic acid phosphatase alpha-2 (PAP2_a2) from Homo 
sapiens. ESTs gb_T88254 and gb_AA394650 come from this 
gene. [Arabidopsis thaliana] 

402185 

LIB3431-051-P1-K1-A6 

BLASTN 

g5456937 

54 

l.Oe-21 

54 

100 

Oryza satiVa rps9 mRNA for ribosomal protein S9, complete 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



402186 

LIB3431-051-P1-K1-A9 

BLASTX 

g3885886 

642 

2,0e-67 

125 

100 

(AF093631) Rieske Fe-S precursor protein [Oryza sativa] 
402187 

LIB3431-051-P1-K1-B1 

BLASTX 

g3913018 

494 

5.0e-50 



51638 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



101 
99 

FRUCTOSE-BISPHOSPHATE ALDOLASE, CHLOROPLAST PRECURSOR 
(ALDP) >gi_218155_dbj_BAA02730_ (D13513) chloroplastic 
aldolase [Oryza sativa] 

402188 

LIB3431-051-P1-K1-B12 

BLASTX 

g733454 

450 

8.0e-45 

108 

80 

(U23188) chlorophyll a/b-binding apoprotein CP2 6 precursor 
[Zea mays] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



402189 
LIB3431-051- 
BLASTX 
g2407281 



P1-K1-B2 



BLAST score 


517 




1 Oe-52 


Match length 


107 


% identity 


93 


NCBI Description 


(AF017363) ribulose 1, 5-bisphosphate carboxyli 




subunit [Oryza sativa] 


Seq. No. 


402190 


Seq. ID 


LIB3431-051-P1-K1-B3 


Method 


BLASTX 


NCBI GI 


g3126854 


BLAST score 


534 


E value 


8.0e-55 


Match length 


102 


% identity 


96 


NCBI Description 


(AF061577) chlorophyll a/b binding protein [0; 


Seq. No. 


402191 


Seq. ID 


LIB3431-051-P1-K1-B6 


Method 


BLASTX 


NCBI GI 


g606817 


BLAST score 


489 


E value 


2.0e-49 


Match length 


93 


% identity 


99 


NCBI Description 


(U08404) carbonic anhydrase [Oryza sativa] 




>gi_5917783_gb_AAD56038.1_AF182806_l (AF18280 




anhydrase 3 [Oryza sativa] 


Seq. No. 


402192 


Seq. ID 


LIB3431-051-P1-K1-B7 


Method 


BLASTN 


NCBI GI 


g2624327 


BLAST score 


141 


E value 


2.0e-73 


Match length 


201 



51639 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



93 

Oryza sativa mRNA for glycine rich RNA-binding protein 2 
(OsGRP2) 

402193 

LIB3431-051-P1-K1-B8 

BLASTX 

g2499932 

479 

2.0e-48 

105 
87 

ADENINE PHOSPHORIBOSYLTRANSFERASE 1 (APRT) >gi_726305 
{U22442) adenine phosphoribosyltransf erase form 1 [Triticum 
aestivum] 

402194 

LIB3431-051-P1-K1-C1 

BLASTX 

g2982453 

474 

9.0e-48 

109 

83 

{AL022223) f ructose-bisphosphate aldolase-like protein 
[Arabidopsis thaliana] 

402195 

LIB3431-051-P1-K1-C10 

BLASTX 

gl24224 

511 

9.0e-55 

121 

90 

INITIATION FACTOR 5A-1 (EIF-5A) (EIF-4D) 

>gi_100345_pir S21060 translation initiation factor eIF-5A 

- common tobacco >gi_19887_emb_CAA45105_ (X63543) 
eukaryotic initiatin factor 5A (3) [Nicotiana tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



402196 

LIB3431-051-P1-K1-C11 

BLASTX 

g2492514 

525 

l.Oe-53 

110 
94 

CELL DIVISION PROTEIN FTSH HOMOLOG PRECURSOR 
>gi_1483215_emb__CAA68141_ {X99808) chloroplast 
protease [Arabidopsis thaliana] 

402197 

LIB3431-051-P1-K1-C12 

BLASTX 

gll5825 

272 



FtsH 



51640 



E value 




Matcn iengtn 


DO 


% identity 


96 


NCBI Description 


CHLOROPHYLL A-B BINDING PROTEIN 3C PRECURSOR (LHCII TYPE I 




CAB— JL; (LnCrj ->"gi f z f pir uuivj^c cnioropnyj. J_ 




a/b-binding protein 3C precursor - tomato 




>gi zz4yoZ prr izu4^uovj prorem oc, cnxoropnyii Dinamg 




[Lycopersicon esculentuni] 


Seq. No. 


^ A O T O O 

4uziyo 


O rt- T F\ 

beq. lu 


lil Bo 4 0 1 — U 0 1 ~ r 1 — — UZ 


Method 


BLASTX 


NCBI GI 


O 1 n A A /" O 

g21300Dy 


BLAST score 


513 


E value 


3.0e-52 


Matcn Iengtn 


llo 


% identity 




NCBI Description 


catalase (EC l.ll.l.o) catA - rice 




>gi izDiooo CLD]] rJAAUDzoz ^uzyyoo; caTzaiase [C'ryza samvaj 


Seq. No. 


402199 


beq. ID 


Jjlbo4 ol-Uo 1 — rl-i\i— C / 


Method 


T-) T TV cnrv 

BliAbTX 


NCBI GI 


g3914503 


BLAST score 


468 


E value 


4 . ue-4 / 


Match length 


87 


% identity 


100 


NCBI Description 


RIBULOSE BIS PHOSPHATE CARBOXYLASE /OXYGENASE ACTIVAbE, 




CHLOROPLAST PRECURSOR (RUB I SCO ACT I VASE) >gi_17 78414 




(U74321) ribulose-1, 5-bisphosphate carboxylase/oxygenase 




activase [Oryza sativa] 


Seq. No. 


402200 


Seq. ID 


LIBo431-Ubl-Pl-Kl-Co 


Method 


BLASTX 


NCBI GI 


g307548e 


BLAST score 


718 


E value 


4 . Oe-76 


Match length 


143 


% identity 


97 


NCBI Description 


(AFUoo/yD) ciiloropfiyll a/D-ioinaing protein [Oryza sarivaj 


Seq. No. 


402201 


Seq. ID 


LIBo4ol-Uol-Pi-Ki-DlU 


Method 


BLASTX 


JNUbl bX 


g /oo4D4 


BLAST score 


464 


E value 


2.0e-46 


Match length 


112 


% identity 


79 


NCBI Description 


(U23188) chlorophyll a/b-binding apoprotein CP26 precursor 




[Zea mays] 


Seq. No. 


402202 


Seq. ID 


LIB3431-051-P1-K1-D11 


Method 


BLASTN 



51641 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 



g304219 
80 

4.0e-37 

179 

86 

Hordeum vulgare chloroplast photosystem I PSK-I subunit 
itiRNA, complete cds 



4Q2203 

LIB3431-051-P1-K1-D12 

BLASTN 

g5106774 

63 

7.0e-27 

188 

84 

Hordeum vulgare ribosomai protein S12 
complete cds 



(rpsl2) mRNA, 



402204 

LIB3431-051-P1-K1-D2 

BLASTX 

g4585882 

532 

2.0e-54 

119 

80 

(AC005850) PSI type III chlorophyll a/b-binding protein 
[Arabidopsis thaliana] 

402205 

LIB3431-051-P1-K1-D3 

BLASTN 

g3789951 

111 

2.0e-55 

252 

92 

Oryza sativa chlorophyll a/b-binding protein presursor 
(Cab27) mRNA, nuclear gene encoding chloroplast protein, 
complete cds 

402206 

LIB3431-051-P1-K1-D4 

BLASTN 

g20181 

123 

l.Oe-62 

130 

98 

Rice cab2R gene for light harvesting chlorophyll 
a/b-binding protein 

402207 

LIB3431-051-P1-K1-D5 

BLASTX 

gl32166 



51642 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



O 



160 

6.0e-ll 

31 

87 

RIBULOSE BISPHOSPHATE CARBOXYLASE /OXYGENASE ACT I VASE, 
CHLOROPLAST PRECURSOR (RUBISCO ACTIVASE) 

>gi_81660_pir S04048 ribulose-bisphosphate carboxylase 

activase precursor - Arabidopsis thaliana 
>gi_16471_emb_CAA32429_ (X14212) rubisco activase (AA 1 
473) [Arabidopsis thaliana] 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402208 

LIB3431-051-P1-K1-D6 

BLASTX 

g2072555 

150 

3.0e-10 

30 

90 

(AF001396) metallothionein-like protein [Oryza sativa] 
>gi_6103441_gb_AAF03603.1_ (AF147786) metallothionein-like 
protein [Oryza sativa] 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402209 

LIB3431-051-P1-K1-D7 

BLASTN 

g3377792 

106 

2.0e-52 

309 

84 

Oryza sativa ribulose-1, 5-bisphosphate 
carboxylase/oxygenase activase (rca) iriRNA, 



complete cds 



Seq. No. 


402210 


Seq, ID 


LIB3431-051-P1-K1-D8 


Method 


BLASTN 


NCBI GI 


g3821780 


BLAST score 


36 


E value 


l.Oe-10 


Match length 


47 


% identity 


66 


NCBI Description 


Xenopus laevis cDNA clone 27A6-1 


Seq. No. 


402211 


Seq, ID 


LIB3431-051-P1-K1-D9 


Method 


BLASTX 


NCBI GI 


gl31388 


BLAST score 


264 


E value 


5.0e-23 


Match length 


108 


% identity 


60 


NCBI Description 


OXYGEN-EVOLVING ENHANCER PROTEIN 



SUBUNIT OF OXYGEN EVOLVING SYSTEM OF PHOTOS YSTEM II) (33 KD 

THYLAKOID MEMBRANE PROTEIN) >gi_100831_pir S16260 

photosystem II oxygen-evolving complex protein 1 - common 
wheat X Sanduri wheat >gi 21844 emb CAA40670 {X57408) 



51643 



33kDa oxygen evolving protein of photosystem II [Triticum 
aestivum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402212 

LIB3431-051-P1-K1-E1 
BLASTX 
g320618 
205 

2.0e-16 
68 
66 

chlorophyll a/b-binding protein I 
>gi_218172_dbj_BAA00536_ (D0Q641) 
chlorophyll a/b-binding protein [Oryza sativa] 

>gi_227611_prf 1707316A chlorophyll a/b binding protein 1 

[Oryza sativa] 



precursor - rice 

type I light-harvesting 



Seq. No. 


402213 


Seq. ID 


LIB3431-051-P1-K1-E10 


Method 


BLASTX 


NCBI GI 


g3345477 


BLAST score 


576 


E value 


l.Oe-59 


Match length 


111 


% identity 


98 


NCBI Description 


(AB016283) carbonic anhydrase [Oryza sativa] 


Seq, No. 


402214 


Seq. ID 


LIB3431-051-P1-K1-E11 


Method 


BLASTX 


NCBI GI 


gll5772 


BLAST score 


523 


E value 


2,0e-53 


Match length 


99 


% identity 


100 


NCBI Description 


CHLOROPHYLL A-B BINDING PROTEIN 1 PRECURSOR 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



(LHCII TYPE I 

CAB-1) (LHCP) >gi_82460_pir S03705 chlorophyll a/b-binding 

protein IR precursor - rice >gi_20178__emb_CAA32108_ 
(X13908) chlorophyll a/b-binding preprotein (AA -31 to 235) 
[Oryza sativa] 

402215 

LIB3431-051-P1-K1-E12 

BLASTX 

g671740 

420 

4.0e-41 

78 
97 

(X84730) ribulose-bisphosphate carboxylase [synthetic 
construct] 

402216 

LIB3431-051-P1-K1-E2 

BLASTX 

g2961176 

356 



51644 



E value 


o . ue— o4 


Match length 


1U4 


^ laentity 


/ o 


NCBI Description 




Seq. No. 




beq. ID 




Method 


BLASTX 


NCBI GI 


g4512707 


BLAST score 


419 


E value 


0 . ue~4 1 


Match length 


lol 


% laentity 




nudi uesciripLion 


\r\\^\J\J\)D\)^ } nypo UliCl-lCclX pujUclli Lri.i,cliJXvj.upo-LO L-iia.-Lxa.iia. J 


Seq. No. 


o o T o 


beq. XJJ 


T TTa'5>! "^1 _ric;i —Pi — Tfl — f?^ 
1i11do4o1 UOl IT 1"1\1 lliD 


Metnoa 


PT 7\OT"M 


NCBI GI 


g505134 


BLAST score 


63 


E value 


0 . ue— z / 


Match length 


Ibo 


-s identity 


Q C 
OO 


NCBI Description 


Kice niKJNii ror rerreaoxm/ conipieue cas 


Seq. No. 


402219 


Seq. ID 


Lino 4 J 1 - U 0 1 - r 1 - J\l— Jtj o 


Method 


"DT 7\ OTV 

oliAo iA 


JNUol (al 


g^zuoio 


BLAST score 


303 


E value 


4.0e-28 


Match length 


61 


% identity 


92 


NCBI Description 


chlorophyll a/b-binding protein I precursor - rice 



Seq. No. 


402220 


Seq. ID 


LIB3431-I 


Method 


BLASTX 


NCBI GI 


gl617197 


BLAST score 


292 


E value 


2,0e-26 


Match length 


76 


% identity 


74 


NCBI Description 


(Z72488) 


Seq. No. 


402221 


Seq. ID 


LIB3431- 


Method 


BLASTX 


NCBI GI 


gllSBOS 


BLAST score 


472 


E value 


l.Oe-47 


Match length 


92 


% identity 


97 



>gi_218172_dbj_BAA00536_ (D00641) type I light-harvesting 
chlorophyll a/b-binding protein [Oryza sativa] 

>gi_227611_prf 1707316A chlorophyll a/b binding protein 1 

[Oryza sativa] 



-K1-E9 



CP12 [Nicotiana tabacum] 



51645 



NCBI Description 



Seq, No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



CHLOROPHYLL A-B BINDING PROTEIN 91R PRECURSOR (LHCII TYPE I 

CAB-91R) (LHCP) >gi_72732_pir CDPJ91 chlorophyll 

a/b-binding protein 91R precursor - petunia 
>gi_20487_emb_CAA26209_ {X02356) cab 91R precursor 
polypeptide (aa -34 to 233) [Petunia sp.] 

402222 

LIB3431-051-P1-K1-F10 

BLASTX 

g2072555 

237 

l.Oe-19 

44 

100 

(AF001396) metallothionein-like protein [Oryza sativa] 
>gi__6103441_gb_AAF03603.1_ (AF147786) metallothionein-like 
protein [Oryza sativa] 

402223 

LIB3431-051-P1-K1-F11 

BLASTX 

g320618 

542 

2.0e-56 

133 
86 

chlorophyll a/b-binding protein I 
>gi_218172_dbj_BAA00536_ (D00641) 
chlorophyll a/b-binding protein [Oryza sativa] 

>gi_227611_prf 1707316A chlorophyll a/b binding protein 1 

[Oryza sativa] 



precursor - rxce 

type I light-harvesting 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402224 

LIB3431-051-P1-K1-F3 

BLASTN 

g3789951 

254 

l.Oe-141 

297 

97 

Oryza sativa chlorophyll a/b-binding protein presursor 
(Cab27) mRNA, nuclear gene encoding chloroplast protein, 
complete cds 

402225 

LIB3431-051-P1-K1-F4 

BLASTX 

g3913018 

565 

2.0e-58 

116 

94 

FRUCTOSE-BISPHOSPHATE ALDOLASE, CHLOROPLAST PRECURSOR 
(ALDP) >gi_218155_dbj_BAA02730_ (D13513) chloroplastic 
aldolase [Oryza sativa] 



Seq. No, 



402226 



51646 



beq* lu 


L1BJ4 Jl-0ol-Pl-Kl-F7 




Method 


BLAST A 




NCBI GI 


g4582787 




BLAST score 


373 




E value 


5 , Oe-36 




matcn length 


96 




-6 identity 


79 




JNL-ni jJesciTiprion 


(AJUlzzol} adenosine Kinase [Zea 


mays] 


Seq« No. 


402227 




beq, ID 


XXOO/IOI ACT T^l Tjrt T-i O 

LIB34 31-05 1-P1-K1-F8 




Method 


BLAbiX 




INUol oX 


giioo 




BLAST score 


304 




E value 


l,0e-27 




Match length 


93 




% identity 


69 




NCBI Description 


CHLOROPHYLL A-B BINDING PROTEIN i 


3 PRECURSOR 



(LHCI TYPE III 
CAB-8) >gi_19182_einb__CAA33330_ (X15258) Type III 
chlorophyll a/b-binding protein [Lycopersicon esculentum] 



Seq. No. 


402228 


Seq. ID 


LIB3431-051-P1-K1-F9 


Method 


BLASTX 


NCBI GI 


g2306981 


BLAST score 


170 


E value 


3.0e-12 


Match length 


78 


% identity 


45 


NCBI Description 


(AF010321) photosystem I antenna protein [Oryza sativa] 


Seq. No. 


402229 


Seq. ID 


LIB3431-051-P1-K1-G1 


Method 


BLASTX 


NCBI GI 


g3126854 


BLAST score 


348 


E value 


5.0e-33 


Match length 


69 


% identity 


97 


NCBI Description 


(AF061577) chlorophyll a/b binding protein [Oryza sativa] 


Seq. No. 


402230 


Seq. ID 


LIB3431-051-P1-K1-G10 


Method 


BLASTX 


NCBI GI 


g4091129 


BLAST score 


198 


E value 


4.0e-15 


Match length 


154 


% identity 


31 


NCBI Description 


(AF050165) protein phosphatase 2A regulatory subunit PR59, 




PP2A regulatory subunit PR59 [Mus musculus] 


Seq. No. 


402231 


Seq. ID 


LIB3431-051-P1-K1-G11 


Method 


BLASTX 


NCBI GI 


g3126854 


BLAST score 


541 



51647 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



2.0e-55 

112 

92 

(AF061577) chlorophyll a/b binding protein [Oryza sativa] 
402232 

LIB3431-051-P1-K1-G12 

BLASTX 

gl32105 

268 

9.0e-43 

109 

82 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

{RUBISCO SMALL SUBUNIT C) >gi__68 094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor {clone pOSSS1139) - rice >gi_218208_dbj__BAA00538__ 
{D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi__2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 

402233 

LIB3431-051-P1-K1-G3 

BLASTX 

g5523862 

367 

3.0e-35 

99 

69 

{AF085169) LRk-type protein [Triticum aestivum] 
402234 

LIB3431-051-P1-K1-G4 

BLASTX 

g3789954 

458 

l.Oe-45 

109 

83 

(AF094776) chlorophyll a/b-binding protein precursor [Oryza 
sativa] 

402235 

LIB3431-051-P1-K1-G5 

BLASTX 

g82080 

230 

3.0e-19 

76 

63 

chlorophyll a/b-binding protein type III precursor - tomato 

>gi_22 6872_prf 1609235A chlorophyll a/b binding protein 

[Lycopersicon esculentum] 



Seq. No. 



402236 



51648 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3431-051-P1-K1-G7 

BLASTN 

g2062705 

35 

3.0e-10 

35 

100 

Human butyrophilin (BTF5) mRNA, complete cds 
402237 

LIB3431-051-P1-K1-H11 

BLASTX 

gl33936 

674 

5.0e-71 

134 

100 

CHLOROPLAST 30S RIBOSOMAL PROTEIN S3 >gi_70867_pir R3RZ3 

ribosomal protein S3 - rice chloroplast 
>gi_12025_emb_CAA33934_ (X15901) ribosomal protein S3 

COryza sativa] >gi_226646_prf 1603356BW ribosomal protein 

S3 [Oryza sativa] 

402238 

LIB3431-051-P1-K1-H12 

BLASTX 

g320618 

241 

l.Oe-20 

63 

76 

chlorophyll a/b-binding protein I 
>gi__218172_dbj_BAA00536_ {D00641) 
chlorophyll a/b-binding protein [Oryza sativa] 

>gi_227611_prf 1707316A chlorophyll a/b binding protein 1 

[Oryza sativa] 



precursor - rice 

type I light-harvesting 



Seq. No. 


402239 


Seq. ID 


LIB3431-051-P1-K1-H2 


Method 


BLASTX 


NCBI GI 


gl519251 


BLAST score 


490 


E value 


9.0e-50 


Match length 


101 


% identity 


99 


NCBI Description 


(U65957) GF14-C protein 


Seq. No. 


402240 


Seq. ID 


LIB3431-051-P1-K1-H3 


Method 


BLASTX 


NCBI GI 


g417260 


BLAST score 


248 


E value 


3.0e-21 


Match length 


105 


% identity 


50 


NCBI Description 


LIGHT REGULATED PROTEIN 



lirl protein - rice >gi 



PRECURSOR >gi_422003_pir S33632 

20263 emb CAA48706 (X68807) 



51649 



light-regulated gene [Oryza sativa] 



Seq. No. 


402241 


Seq. ID 


LIB3431-051-P1-K1-H4 


Method 


BLASTN 


NCBI GI 


g334547 6 


BLAST score 


260 


E value 


l.Oe-144 


Match length 


282 


% identity 


99 


NCBI Description 


Oryza sativa gene for carbonic anhydrase, complete cds 


Seq. No. 


402242 


Seq. ID 


LIB3431-051-P1-K1-H7 


Method 


BLASTX 


NCBI GI 


g4678947 


BLAST score 


353 


E value 


2. Oe-33 


Match length 


101 


% identity 


65 


NCBI Description 


{AL04 9711) putative protein [Arabidopsis thaliana] 


Seq. No. 


402243 


Seq. ID 


LIB3431-051-P1-N1-A1 


Method 


BLASTX 


NCBI GI 


gll70606 


BLAST score 


159 


E value 


l.Oe-10 


Match length 


49 


% identity 


65 


NCBI Description 


ADENYLATE KINASE, CHLOROPLAST (ATP-AMP TRANS PHOSPHORYLASE 




>gi_629863_pir S45634 adenylate kinase (EC 2.7.4.3), 




chloroplast - maize >gi_3114421_pdb_lZAK__A Chain A, 




Adenylate Kinase From Maize In Complex With The Inhibitor 




PI , P5-Bis {Adenosine-5 ' - ) pentaphosphate ( Ap5a ) 




>gi_3114422_pdb_lZAK_B Chain B, Adenylate Kinase From Mai; 




In Complex With The Inhibitor 




PI, P5-Bis {Adenosine-5 '-) pentaphosphate (Ap5a) 


Seq. No. 


402244 


Seq. ID 


LIB34 31-051-P1-N1-A10 


Method 


BLASTN 


NCBI GI 


g2072554 


BLAST score 


164 


E value 


4.0e-87 


Match length 


296 


% identity 


89 


NCBI Description 


Oryza sativa metallothionein-like protein mRNA, complete 




cds 


Seq. No. 


402245 


Seq. ID 


LIB3431-051-P1-N1-A12 


Method 


BLASTX 


NCBI GI 


g2864617 


BLAST score 


179 


E value 


4.0e-13 


Match length 


60 



51650 



% identity 

NCBI Description 



65 

(AL021811) H+-transporting ATP synthase chain9 - like 
protein [Arabidopsis thaliana] >gi_5730141_emb_CAB52473 . 1_ 
(AJ245574) ATP synthase beta chain precursor (subunit II) 
[Arabidopsis thaliana] 



Seq. No. 


40224 6 


Seq. ID 


LIB3431-051-P1-N1-A2 


Method 


BLASTX 


NCBI GI 


^ /* ri o A o rv 

goyjyzO 


BLAST score 


356 


E value 


8 . Oe-34 


Match length 


o 
DO 


-6 Identity 


lUU 


NCBI Description 


(U21113) chlorophyll a/b binding protein [Soli 




tuberosum] 


Seq, No. 


402247 


Seq. ID 


LIB3431-051-P1-N1-A5 


Method 


BLASTN 


NCBI GI 


g5456937 


BLAST score 


329 


E value 


O.Oe+00 


Match length 


329 


% identity 


100 


NCBI Description 


Oryza sativa rps9 mRNA for ribosomal protein i 




cds 


Seq. No. 


402248 


Seq. ID 


LIB3431-051-P1-N1-A6 


Method 


BLASTX 


NCBI GI 


g4508079 


BLAST score 


350 


E value 


4 . Oe-33 


Match length 


3d 


% identity 


66 


NCBI Description 


{AC005882) 66284 [Arabidopsis thaliana] 


Seq. No. 


402249 


Seq. ID 


LIB3431-051-P1-N1-A9 


Method 


BLASTN 


NCBI GI 


gl8266 


BLAST score 


35 


E value 


3. Oe-10 


Match length 


47 


% identity 


94 


NCBI Description 


C.stellata mRNA for ribosomal protein L27 


Seq. No. 


402250 


Seq. ID 


LIB3431-051-P1-N1-B1 


Method 


BLASTX 


NCBI GI 


gl32105 


BLAST score 


537 


E value 


5.0e-55 


Match length 


99 


% identity 


99 


NCBI Description 


RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN 



C PRECURSOR 



51651 



o 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi__218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 

402251 

LIB3431-051-P1-N1-B10 

BLASTX 

g3036951 

323 

5.0e-30 

63 

98 

(AB012639) light harvesting chlorophyll a/b-binding protein 
[Nicotiana sylvestris] 

402252 

LIB3431-051-P1-N1-B11 

BLASTX 

g4538963 

169 

5.0e-12 

48 

71 

(AL049488) chlorophyll a/b-binding protein-like 
[Arabidopsis thaliana] >gi_4741958_gb_AAD2877 6 . 1_AF134129_1 
(AF134129) Lhcb5 protein [Arabidopsis thaliana] 

402253 

LIB3431-051-P1-N1-B12 

BLASTX 

g733456 

335 

2,0e-31 

73 

92 

(U23189) chlorophyll a/b-binding apoprotein CP26 precursor 
[2ea mays] 

402254 

LIB3431-051-P1-N1-B4 

BLASTN 

g2072554 

134 

4.0e-69 

354 

85 

Oryza sativa metallothionein-liice protein mRNA, complete 
cds 



Seq. No. 
Seq, ID 
Method 



402255 

LIB3431-051-P1-N1-B5 
BLASTX 



51652 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3345477 
172 

3.0e-12 

32 
97 

(AB016283) 



carbonic anhydrase [Oryza sativa] 



402256 

LIB3431-051-P1-N1-B6 

BLASTN 

g2624327 

240 

l.Oe-132 

284 
96 

Oryza sativa itiRNA for glycine rich RNA-binding protein 2 
{OsGRP2) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



[Craterostigma 



402257 

LIB3431-051-P1-N1-B8 

BLASTX 

g2440046 

163 

3.0e-ll 

40 

70 

(AJ001294) major intrinsic protein PIPC 
plantagineum] 

402258 

LIB3431-051-P1-N1-C1 

BLASTN 

g20191 

215 

l.Oe-117 

279 

94 

0. sativa itiRNA for catalase 



402259 

LIB3431-051-P1-N1-C10 

BLASTX 

g5734790 

373 

9.0e-36 

80 

90 

(AC007980) ATP-dependent metalloprotease [Arabidopsis 
thaliana] 

402260 

LIB3431-051-P1-N1-C11 

BLASTN 

g20177 

44 

7.0e-16 
88 



51653 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI . 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



88 

Rice cablR gene for light harvesting chlorophyll 
a/b-binding protein 

402261 

LIB3431-051-P1-N1-C12 

BLASTX 

g3036951 

323 

5.0e-30 

63 

98 

(AB012639) light harvesting chlorophyll a/b~binding protein 
[Nicotiana sylvestris] 

402262 

LIB3431-051-P1-N1-C6 

BLASTN 

g3377792 

94 

l.Oe-45 

149 

92 

Oryza sativa ribulose-1, 5-bisphosphate 

carboxylase/oxygenase activase (rca) mRNA, complete cds 
402263 

LIB3431-051-P1-N1-C7 

BLASTN 

g3075487 

244 

l.Oe-135 

260 

98 

Oryza sativa chlorophyll a/b-binding protein {RCABP69) 
rriRNA, complete cds 

402264 

LIB3431-051-P1-N1-D1 

BLASTX 

g430947 

198 

4.0e-15 

63 
57 

{U01103) PSI type III chlorophyll a/b-binding protein 
[Arabidopsis thaliana] 

402265 

LIB3431-051-P1-N1-D10 

BLASTX 

g733454 

363 

l.Oe-34 

77 

92 

(U23188) chlorophyll a/b-binding apoprotein CP26 precursor 



51654 



0 



[Zea mays] 



Seq. No. 


402266 


Seq. ID 


LIB3431-051-P1-N1-D11 


Method 


BLASTX 


NCBI bl 


golUb / /o 


BIjAST score 


O o 


E value 


1 , Oe-34 


Match length 


/ 1 


% identity 




NCBI Description 


(AF067732) ribosomal protein S12 [Hordeum vulgare] 


beq. NO. 


4 UZZo f 


Seq. ID 


LIB3431-051-P1-N1-D12 


Method 


BLASTX 


NCBI GI 


g5106775 


BLAST score 


259 


E value 


2 . Oe-22 


Matcn length 




% identity 


92 


NCBI Description 


(AFO 67732) ribosomal protein S12 [Hordeum vulgare] 


Seq. No. 




beq. ID 


LIBo4 ol-Uol-Pl-Nl-D4 


Method 


BLASTX 


NCBI GI 


gl32166 


BLAST score 


160 


E value 


5,0e-ll 


Match length 


31 


% identity 


87 


NCBI Description 


RIBULOSE BISPHOSPHATE CARBOXYLASE /OXYGENASE ACTIVASE 



CHLOROPLAST PRECURSOR (RUBISCO ACTIVASE) 

>gi_81660_pir S04048 ribulose-bisphosphate carboxylase 

activase precursor - Arabidopsis thaliana 
>gi_16471_emb_CAA32429__ {X14212) rubisco activase (AA 1 
473) [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402269 

LIB3431-051-P1-N1-D5 

BLASTX 

gl67097 

142 

7.0e-09 

30 

83 

(M55449) ribulose 1, 5-bisphosphate carboxylase activase 
[Hordeum vulgare] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402270 

LIB3431-051-P1-N1-D6 

BLASTN 

g3377792 

97 

4.0e-47 

267 

84 

Oryza sativa ribulose-1, 5-bisphosphate 



51655 



carboxylase/oxygenase activase (rca) mRNA, complete cds 



beq. No, 




Seq, ID 


LIB3431-051-P1-N1-D8 


Method 


BLASTN 


NCBI GjI 


g4 iozoD 


BLAST score 


Zll 


E value 


1 r\ ^ lie 

1 . Oe-llD 


Match length 




% identity 




NCBI Description 


Rice mRNA for oxygen- 


oeq. JNO . 


^ uzz / z 


oeq* xu 


T — DRI -PI — Kfl — DQ 


Method 


BLASTX 


NCBI GI 


g733454 


BLAST score 


loo 


E value 


Q Ho— 1 1 

0 • ueii 


Match length 


45 


% identity 


69 


NCBI Description 


(U23188) chlorophyll 




[Zea mays] 


Seq, No. 


402273 


Seq. ID 


LIB3431-051-P1-N1-E1 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g2961176 

322 

7.0e-30 

81 

80 

(AF050674) ribosomal protein L27 precursor [Oryza sativa] 
402274 

LIB3431-051-P1-N1-E10 

BLASTX 

g3928140 

166 

l.Oe-11 

34 

88 

(AJ131044) chlorophyll a/b binding protein [Cicer 
arietinum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 



402275 

LIB3431-051-P1-N1-E5 

BLASTX 

gl070408 

166 

l.Oe-11 

47 

74 

ferredoxin [2Fe-2S] I 
402276 

LIB3431-051-P1-N1-E7 
BLASTX 



- rice 



51656 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gll5786 
202 

8.0e-16 

52 

75 

CHLOROPHYLL A-B BINDING PROTEIN PRECURSOR (LHCII TYPE I 

CAB) (LHCP) >gi_82680_pir ^A29119 chlorophyll a/b-binding 

protein - maize >gi_22357_ernb_CAA68451_ (Y00379) LHCP [Zea 
mays] 



Seq, No. 


402277 


Seq. ID 


LIBo4 Ji-Uoi-rl-Nl-Jijy 


Metnoa 


BLASTN 


NCBI GI 


g5917782 


BLAST score 


139 


E value 


2.0e-72 


Match length 


228 


% identity 


89 


NCBI Description 


Oryza sativa carbonic anhyd: 


Seq. No. 


402278 


Seq. ID 


LIB3431-051-P1-N1-F10 


Method 


BLASTX 


NCBI GI 


g3036949 


BLAST score 


262 


E value 


7.0e-23 


Match length 


53 


% identity 


94 


NCBI Description 


(AB012638) light harvesting 




[Nicotiana sylvestris] 


Seq. No. 


402279 


Seq. ID 


LIB3431-051-P1-N1-F2 


Method 


BIASTN 


NCBI GI 


g3789951 


BLAST score 


136 


E value 


2.0e-70 


Match length 


311 



% identity 

NCBI Description 



99 

Oryza sativa chlorophyll a/b-binding protein presursor 
(Cab27) mRNA, nuclear gene encoding chloroplast protein, 
complete cds 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402280 

LIB3431-051-P1-N1-F8 

BLASTX 

g551047 

241 

2.0e-20 

50 

90 

{X79277) type II LHCI 



[Lolium temulentum] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



402281 

LIB3431-051-P1-N1-F9 

BLASTN 

g2306980 



51657 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 



180 

9.0e-97 

240 

94 

Oryza sativa photosystem I antenna protein (Lhca) mRNA, 
complete cds 



Seq. No* 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402282 

LIB3431-051-P1-N1-G10 

BLASTX 

g3126854 

270 

l.Oe-23 

52 
98 

{AF061577) chlorophyll a/b binding protein [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402283 

LIB3431-051-P1-N1-G11 

BLASTX 

g671740 

170 

5.0e-12 

41 

83 

{X84730) ribulose-bisphosphate carboxylase 
construct] 



[synthetic 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402284 

LIB3431-051-P1-N1-G12 

BLASTX 

gl32105 

167 

l.Oe-11 

33 

97 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi__218208_dbj__BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5~bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402285 

LIB3431-051-P1-N1-G2 

BLASTX 

g5679314 

317 

3.0e-29 

100 

66 

(AF164021) receptor kinase [Oryza sativa] 



Seq. No. 



402286 



51658 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3431-051-P1-N1-G3 

BLASTN 

g3789953 

39 

l.Oe-12 

43 

98 

Oryza sativa chlorophyll a/b-binding protein precursor 
(Cab26) mRNA, nuclear gene encoding chloroplast protein, 
complete cds 



Seg. No. 


/ 


oeg. lu 




jMeLiloa 




NCBI GI 


gl617197 


BLAST score 


225 


E value 


2.0e-18 


Match length 


47 


% identity 


87 


NCBI Description 


(Z72488) CP12 [Nicotiana tabacum] 


Seq. No. 


402288 


Seq. ID 


LIB3431-051-P1-N1-G8 


Method 


BLASTN 


NCBI GI 


g20369 


BLAST score 


292 


E value 


l.Oe-163 


Match length 


308 


% identity 


99 


NCBI Description 


Oryza sativa shoot GS2 mRNA for chloropl< 



synthetase (EC 6.3.1.2) (clone lainbda-GS31 ) 
>gi_2170909__dbj_EG2681_E02681 cDNA encoding precursor of 
chloroplast localising glutamine synthetase 



Seq. No. 


402289 


Seq. ID 


LIB3431-051-P1-N1-H1 


Method 


BLASTN 


NCBI GI 


gl519250 


BLAST score 


385 


E value 


O.Oe+00 


Match length 


421 


% identity 


98 


NCBI Description 


Oryza sativa GF14-C protein mRNA, 


Seq. No. 


402290 


Seq. ID 


LIB3431-051-P1-N1-H10 


Method 


BLASTX 


NCBI GI 


gl33936 


BLAST score 


610 


E value 


l,0e-63 


Match length 


125 


% identity 


97 


NCBI Description 


CHLOROPLAST 30S RIBOSOMAL PROTEIN 



ribosomal protein S3 - rice chloroplast 
>gi_12025_emb_CAA33934_ (X15901) ribosomal protein S3 

[Oryza sativa] >gi_226646_prf 1603356BW ribosomal protein 

S3 [Oryza sativa] 



51659 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402291 

LIB3431-051-P1-N1-H11 

BLASTN 

g218171 

128 

l.Oe-65 

184 

92 

Oryza sativa ^mRNA for type I light-harvesting chlorophyll 
a/b binding protein of photosystem II (LHCPII), complete 
cds 



Seq, No. 


402292 


Seq. ID 


LIB3431-051-P1-N1-H12 


Method 


BLASTX 


NCBI GI 


g2804572 


BLAST score 


186 


E value 


7.0e-14 


Match length 


36 


% identity 


94 


NCBI Description 


(AB006081) chlorophyll a 


Seq. No. 


402293 


Seq. ID 


LIB3431-051-P1-N1-H2 


Method 


BLASTN 


NCBI GI 


g5091597 


BLAST score 


152 


E value 


8.0e-80 


Match length 


252 


% identity 


27 


NCBI Description 


Oryza sativa chromosome : 


Seq. No. 


402294 


Seq. ID 


LIB3431-051-P1-N1-H5 


Method 


BLASTX 


NCBI GI 


gll74778 


BLAST score 


215 


E value 


2.0e-17 


Match length 


41 


% identity 


98 


NCBI Description 


TRYPTOPHAN SYNTHASE BETA 



AIN 1 (ORANGE PERICARP 1) 

>gi_320136_pir PQ0449 tryptophan synthase (EC 4.2.1. 

beta-1 chain - maize (fragment) >gi_168572 (M76684) 
tryptophan synthase beta-subunit [Zea mays] 



20) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402295 

LIB3431-052-P1-K1-A11 

BLASTX 

g710626 

188 

3.0e"14 

45 

69 

{D30719) ERD15 protein [Arabidopsis thaliana] >gi_3241941 
(AC004625) dehydration-induced protein ERD15 [Arabidopsis 
thaliana] >gi_3894181 (AC005662) ERD15 protein [Arabidopsis 



51660 



thaliana] 



O <^ q > IN u • 


*1 \J £^ Zf \J 


Seq. ID 


LIB3431-052-P1-K1-A12 


Method 


BLASTN 




gouxo^j / 


rSij/ibi score 


4 X 


E value 


D . ue— X4 


ria T. en ± e ng l n 




•6 laentity 


DO 


NCoi Description 


rioino sapiens fjijAI iukjnA/ coitipxene cos 


oeq . iNo. 




beq. lu 


LiXJd04 J X UOii irX rvX /i4 


LYLetllOU. 




MPUT r'T 


rrl ^1 99 

gx o xzz 3 


BLAST score 


308 


E value 


2.0e-28 


riaLcn xengtn 




% identity 




NCBI Description 


irnUlUb JL b 1 iliM X KcjAUiXUJN UliiJNiKEj bUJbUNXi AX JrKilj^^Ui\bvJi\ 




V; ^JrbX Liy -^gi XUUDUO pir /iJ^/Oi? pilO UOb yoT,cXu X XOIV 




precursor — Darxey >gi xo/uo/ [lyioxx^o; pnoLOsyscein. . 




hydrophobic protein [Hordeuiti vulgare] 


beq. iNO. 


A 099 Qfl 


Seq, ID 


LIB3431-052-P1-K1-A8 


Method 


BLASTX 


NCBI GI 


-,1 CO £Z A 

gi bo o4 J 


BLAST score 


0 £r A 


E value 


7 . 0e-z3 


Matcn lengtn 


Q T 
00 


^ identity 


/" C 

DO 


NCBI Description 


(XiU^:o4Uj NAuFn nC-toxm reductase L^sa inaysj 


beq. INO. 


2109900 

4 uzz y 


Seq. ID 


LIB3431-052-P1-K1-B11 


Method 


BLASTN 


"Kir* D T r'T 
WUdI bl 


^9 Pi tf;97ri c; 

gz u bz / UD 


bLAbi score 




E value 


y . Ue-11 


lYiatcn xenytn 




^ ictentity 


inn 
lUU 


NCBI Description 


HuJTian butyrophilin (BTF5) mRNA, coinplete cds 


beq» INO. 


4n9'^nn 

4U<:iOUU 


Seq. ID 


LIB3431-052-P1-K1-B12 


Method 


BLASTX 


NCBI GI 


gJloo4 / 0 


jDii/ibi score 


9 "^n 


E value 


2.0e-19 


Match length 


62 


% identity 


71 


NCBI Description 


(AF067185) aquaporin 2 [Samanea saman] 


Seq- No. 


402301 


Seq. ID 


LIB3431-052-P1-K1-B4 



(SUBUNIT 



51661 





H 


Method 


BLASTX 


NCBI GI 


gl31225 


BLAST score 


300 


E value 


8,0e-28 


Match length 


67 


% identity 


88 


NCBI Description 


PHOTOSYSTEM 




V) (PSI-L) : 



I REACTION CENTRE SUBUNIT XI PRECURSOR (SUBUNIT 

gi_100605_pir ^A39759 photosystem I 18K protein 

precursor - barley >gi_167087 (M61146) photosystem I 
hydrophobic protein [Hordeum vulgare] 



beq. JNO . 




beg, lu 




Method 


rSliAb i A 


NCBI GI 


g4835588 


BLAST score 


400 


E value 


6. Oe-39 


Match length 


77 


% identity 


100 


NCBI Description 


{AB027054) nitrilase-like protein [Oryza sativa] 


Seq. No. 


402303 


Seq. ID 


LIB3431-052-P1-K1-B8 


Method 


BLASTX 


NCBI GI 


g4678311 


BLAST score 


212 


E value 


4.0e-17 


Match length 


63 


% identity 


67 


NCBI Description 


(AL049655) aquaporin/MIP-like protein [Arabidopsis 




thaliana] 


Seq. No. 


402304 


Seq, ID 


LIB3431-052-P1-K1-B9 


MeLnoa 


BLAbiJNI 


NCBI GI 


g2570494 


BLAST score 


109 


E value 


l.Oe-54 


Match length 


140 


% identity 


96 


NCBI Description 


Oryza sativa glyceralehyde-3-phosphate dehydrogenai 




subunit (GAPDH) mRNA, partial cds 


Seq. No. 


402305 


Seq. ID 


LIB3431-052-P1-K1-C4 


Method 


BLASTX 


NCBI GI 


g416869 


BLAST score 


301 


E value 


2,0e-27 


Match length 


93 


% identity 


61 



NCBI Description 



CYSTEINE SYNTHASE, CHLOROPLAST PRECURSOR (0-ACETYLSERINE 
SULFHYDRYLASE) (0-ACETYLSERINE (THIOL) -LYASE) (CSASE) 
>gi__303902_dbj_BAA03542__ (D14722) cysteine synthase 
[Spinacia oleracea] 



Seq. No. 



402306 



51662 



Qorr in 










gzouxxo y 


DXjiioi scoire 


1 

XOiil 


E V3.1llS 


^ • X u 


Match length 


51 


% identity 


59 


NCBI Description 


inXiirJXlNxlj idXVJo xLN i xllli i XL' HilNii IriJJLj X X iri\lljoUr\OUr\ 




-?^gx zxjUX^o pxr oox^X-? trxxamxiie jjxuibyiiLxifc; lxl. cxiz^yiiic 




** in.aize ->gi oyou/o ^ui/oouy nnxauixne oxosynuneLxc en. 




LZicci iLlciyibJ 


bec5- iMO . 


/I no "^m 


oecj. lu 


XiX JDO^O X Jr X r\.x UX U 




DXiflO X A. 


NCBI GI 


g6041792 


BLAST score 


311 


E value 


1 . ue z y 


Matcn lengtn 


TOT 
XZ / 


-6 laentxty 


oz 


i>iK^D± uescj-ipuion 


^riV^U U -3 / J J / LiliJ^-iHJ Wli ^XUUcXll |_i-lX dJ^XU-tJ^o Uiio. J_ -LCLiia, J 


be<5» iNO. 




OcCJ« XL/ 


XiXOOriOX IT X IVX L/XX 






NCBI GI 


gll957 


BLAST score 


212 


E value 


1 Ci^ lie 

X , Ue-ilo 


Match length 


olo 


% identity 


90 


NCBI Description 


Rice complete chloroplast genome 


Seq. No. 


^ A o o ri n 


oeg» lu 


J_iXdo4o1 UOZ rX 1\X — UXZ 




l3XLrt.O I IN 


NCBI GI 


g20262 


BLAST score 


254 


E value 


1 . ue— 14 1 


Match length 




% Identity 


inn 
XUU 


jn^^dI Jjescnpuion 


O.sativa light— induced mRNA 


beg* NO. 


4UZoiU 


oeg» iu 


XiXDof±OX UOZ JrX j\X IJo 




DXiiiO 1 A 




gz / DDO -L / 


nLiiioi score 


1 ^C? 
X DO 


E value 


3.0e-ll 


Match length 


63 


% identity 


C /I 


NCBI Description 


(zyoJoz) AtMlo-ni LAraDiaopsis tnaiianaj 




>gi_3892049_gb_AAC78258 . 1_AAC78258 {AC002330) AtMlo-. 




[Arabidopsis thaliana] 


Seq. No. 


402311 


Seq. ID 


LIB3431-052-P1-K1-D4 


Method 


BLASTX 



51663 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl32105 
629 

l,0e-65 

142 

85 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402312 

LIB3431-052-P1-K1-D6 

BLASTN 

g20340 

90 

2.0e-43 

105 

96 

Rice rbcS gene for ribulose 1, 5-bisphosphate 
carboxylase/oxygenase small subunit (EC 4.1.1.39) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402313 

LIB3431-052-P1-K1-D9 

BLASTX 

g4566614 

375 

3.0e-36 

81 

85 

{AF112887) actin depolymerizing factor [Populus alba x 
Populus tremula] 



Seq. No. 


402314 


Seq, ID 


LIB3431-052-P1-K1-E10 


Method 


BLASTX 


NCBI GI 


g2244781 


BLAST score 


170 


E value 


5.0e-12 


Match length 


97 


% identity 


39 


NCBI Description 


(Z97335) hypothetical ; 


Seq. No. 


402315 


Seq. ID 


LIB3431-052-P1-K1-E11 


Method 


BLASTX 


NCBI GI 


g5230785 


BLAST score 


185 


E value 


7.0e-14 


Match length 


51 


% identity 


67 


NCBI Description 


(AF107024) histone HI ' 



, 1 [Triticum aestivum] 



51664 



o 



Seq, No. 


402316 


Seq. ID 


LI DO 4 J i — U O z — 1"" JIjZ 


Msthod 


TIT 7\ CTY 


NCBI GI 


g2947060 


BLAST score 


469 


E value 


4 . ue-47 


Match length 


118 


% identity 


75 


NCBI Description 


(AC002521) putative irienibrane protein [Arabidopsis thaliana] 


Seq. No. 


402317 


beq. ID 


LI bo 4 ^ 1 - U O Z — r X-l\i — rio 


Method 




JNLbl bl 


go / 1 / 4U 


BLAST score 


405 


E value 


l.Oe-39 


Match length 


77 


% identity 


96 


NCBI Description 


(X84730) ribulose-bisphosphate carboxylase [synthetic 




construct] 


Seq. No. 


A A A 1 A 

402318 


Seq. ID 


LIB3431-05Z-P1-K1-E4 


Method 


OT 7\ OTTV 
DliAb i A 


NCBI GI 


«0 A A T O 

g32Uolo 


BLAST score 


4o7 


E value 


A A C 

2 , Oe-53 


Match length 


1 A T 

107 


% identity 


94 


NCBI Description 


chlorophyll a/b-binding protein I precursor - rice 




>gi_218172_dbj_BAA00536_ (D00641) type I light-harvesting 




chlorophyll a/b-binding protein [Oryza sativa] 




>gi_227611_prf 1707316A chlorophyll a/b binding protein 1 




[Oryza sativa] 


Seq. No. 


402319 


Seq. ID 


LIB3431-052-P1-K1-E5 


Metnoa 


T3T TV CTThl 

BLASTN 


NCBI GI ' 


gl519252 


BLAST score 


54 


E value 


6 . Oe-22 


Match length 


102 


% identity 


88 


NCBI Description 


Oryza sativa GF14-d protein itiRNA, complete cds 


Seq. No. 


402320 


Seq. ID 


TXnOVIOT ACTA "nl Tj^T T* T 

LIB3431-052-P1-K1-E7 


Method 


"A T Tl A m V 

BLASTX 


NCBI bl 


glozlUo 


BLAST score 


293 


E value 


l.Oe-26 


Match length 


76 


% identity 


79 


NCBI Description 


RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 



{RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 



51665 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



{D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 {AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 

402321 

LIB3431-052-P1-K1-E9 

BLASTX 

gll73347 

401 

3.0e-39 

80 

94 

SED0HEPTUL0SE-1,7-BISPH0SPHATASE, CHLOROPLAST PRECURSOR 
(SEDOHEPTULOSE-BISPHOSPHATASE) ( SBPASE) ( SED (1,7) P2ASE) 

>gi_100803_pir S23452 sedoheptulose-bisphosphatase (EC 

3.1.3.37) precursor - wheat >gi__14265_emb_CAA46507_ 
(X65540) sedoheptulose-1, 7-bisphosphatase [Triticum 
aestivum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402322 

LIB3431-052-P1-K1-F1 

BLASTX 

g733454 

382 

6.0e-37 

95 

79 

(U23188) chlorophyll a/b-binding apoprotein CP26 precursor 
[Zea mays] 

402323 

LIB3431-052-P1-K1-F10 

BLASTN 

g3789951 

70 

l.Oe-31 

81 

98 

Oryza sativa chlorophyll a/b-binding protein presursor 
(Cab27) mRNA, nuclear gene encoding chloroplast protein, 
complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 



402324 

LIB3431-052-P1-K1-F11 

BLASTX 

g21839 

368 

2.0e-35 

84 

88 

(X57 952) phosphoribulokinase 
402325 

LIB3431-052-P1-K1-F12 
BLASTX 



[Triticum aestivum] 



51666 





gj / o y yoz 


BLAST score 


341 


E value 


5.0e-32 


Match length 


OO 


% identity 




NCBI Description 


{AFuy4/7o) chlorophyll ; 




sativa] 


Seq. No. 


402326 


beq. ID 


T TDQyiQI nt;0 D1 VI TTO 

Lit5o4oi-UO-^-rl-Ki-Fz 


Method. 


■DT TS. CT^V 

rSlLfio lA 


NCBI GI 


g3075488 


BLAST score 


303 


E value 


y • ue-zo 


■\A _ J_ _'L., T _ _ _,4_ l- 

Matcn lengtn 


o o 
oZ 


% identity 


72 


NCBI Description 


(AF058796) chlorophyll < 


Seq. No. 


402327 


beq, ID 


LIBo4 J1-03Z-P1-K1-F4 


Method 


bliAbiJN 


NCBI GI 


g4959460 


BLAST score 


33 


E value 


3, Oe-09 


Match length 


33 


% identity 


100 


NCBI Description 


Zea mays RACB small GTP 


Seq. No. 


402328 


Seq, ID 


LIB34 31-052 -P1-K1--F5 


Method 


BXjAoTX 


NCBI GI 


goioOzoy 


BLAST score 


230 


E value 


4.0e-19 


Match length 


59 


% identity 


76 


NCBI Description 


(AF023164 ) leucme-rich 




1 [Zea mays] 


Seq. No. 


402329 


beq. lU 


LIB3431-0OZ-P1-K1-F7 


Metnoa 


BLASTX 


NCBI GI 


g5302772 


BLAST score 


148 


E value 


1 . Oe-09 


Match length 


83 


% identity 


40 


NCBI Description 


(Z97336) SNFl like prot< 


Seq. No. 


402330 


Seq. ID 


LIB3431-052-P1-K1-F8 


Method 


BLAbiX 


NCBI GI 


g2129622 


BLAST score 


296 


E value 


5.0e-27 


Match length 


71 


% identity 


77 



chlorophyll a/b-binding protein presursor [Oryza 



[Oryza sativa] 



[Arabidopsis thaliana] 



51667 



NCBI Description 



immunophilin FKBP15-1 - Arabidopsis thaliana >gi_1272406 
{U52046) iitirciunophilin [Arabidopsis thaliana] 



Seq. No. 


402331 




Seq. ID 


LIB3431-052-P1-K1-F9 




Method 


BLAS TX 






gilZDbo4 




BLAST score 


o n o 

203 




E value 


z . Ue-lb 




Match length 


47 




■s identity 


O IT 

85 




JNCbi JjescripLion 


(AF061577) chlorophyll a/b binding protein 


[Oryza 


Seq. No. 


402332 




Seq. ID 


LIB3431-052-P1-K1-G1 




ji/'— j_ 1_ j-^ 

Meunoa 


BLASTX 






golzDoo4 




BLAST score 






E value 


3 . Ue-bl 




Match length 


111 




% identity 


99 




jnCdI Description 


(AF061577) chlorophyll a/b binding protein 


[Oryza 


oeq. iNo . 


/ n o 0 q o 




Seq. ID 


LIB3431-052-P1-K1-G11 




Method 


BLASTX 




NCBI GI 


gll5813 




BLAST score 


164 




E value 


l.Oe-11 




Match length 


61 




% identity 


64 




NCBI Description 


CHLOROPHYLL A-B BINDING PROTEIN 8 PRECURSOR 


(LHCI 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



CAB-8) >gi_19182_einb_CAA33330_ (X15258) Type III 
chlorophyll a/b-binding protein [Lycopersicon esculentum] 

402334 

LIB3431-052-P1-K1-G3 

BLASTX 

g2501189 

261 

6.0e-23 

78 

72 

THIAMINE BIOSYNTHETIC ENZYME 1-1 PRECURSOR 

>gi_2130146_pir S61419 thiamine biosynthetic enzyme thil-1 

- maize >gi_596078 (U17350) thiamine biosynthetic enzyme 
[Zea mays] 

402335 

LIB3431-052-P1-K1-G4 

BLASTN 

g2062705 

34 

4.0e-10 

34 

100 

Human butyrophilin (BTF5} mRNA, complete cds 



51668 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq* No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402336 

LIB3431-052-P1-K1-G5 

BLASTN 

g3885893 

99 

2.0e-48 

127 

94 

Oryza sativa photos ys tern- 1 
complete cds 



H subunit G0S5 (PSI~H) itiRNA, 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



402337 

LIB3431-052-P1-K1-G8 

BLASTX 

gl25580 

173 

l.Oe-12 

37 

95 

PHOSPHORIBULOKINASE PRECURSOR { PHOSPHOPENTOKINASE) (PRKASE) 

(PRK) >gi_100839_pir S15743 phosphoribulokinase (EC 

2.7.1,19) - wheat >gi_5924030_erab_CAB56544 . 1_ (X51608) 
phosphoribulokinase [Triticum aestivum] 

402338 

LIB3431-052-P1-K1-G9 

BLASTX 

gll5787 

279 

7.0e-25 

77 

77 

CHLOROPHYLL A-B BINDING PROTEIN 2 PRECURSOR (LHCII TYPE I 

CAB-2) (LHCP) >gi_82461_pir S03706 chlorophyll a/b-binding 

protein 2R precursor - rice >gi_20182_emb_CAA32109_ 

(X13909) chlorophyll a/b-binding preprotein {AA -28 to 235) 

[Oryza sativa] 

402339 

LIB3431-G52-P1-K1-H1 

BLASTX 

g320618 

259 

2.0e-22 

67 

76 

chlorophyll a/b-binding protein I precursor - rice 
>gi_218172_dbj__BAA00536__ (D00641) type I light-harvesting 
chlorophyll a/b-binding protein [Oryza sativa] 

>gi_227611_prf 1707316A chlorophyll a/b binding protein 1 

[Oryza sativa] 

402340 

LIB3431-052-P1-K1-H10 

BLASTX 

g82080 



51669 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 



161 

3.0e-ll 

83 

47 

chlorophyll a/b-binding protein type III precursor - tomato 

>gi_226872__prf 1609235A chlorophyll a/b binding protein 

[Lycopersicon esculentum] 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402341 

LIB3431-052-P1-K1-H11 

BLASTX 

g2494261 

299 

3.0e-27 

98 

62 

ELONGATION FACTOR TU, CHLOROPLAST PRECURSOR (EF-TU) 

>gi_99903_pir S21567 translation elongation factor Tu 

precursor - soybean chloroplast >gi_18776_emb_CAA4 68 64_ 

(X66062) EF-Tu [Glycine max] >gi__448 921_prf 1918220A 

elongation factor Tu [Glycine max] 



rnj 


beq. No. 




F" 


Seq. ID 


LIB3 4 31-052 -P1-K1-H2 




Method 


BLASTX 






T C T O T 

giio fo 1 




niiAoi score 






sLi vaxue 


4 . ue 4 1 




Match length 


112 




% identity 


79 




NCBI Description 


CHLOROPHYLL A-B BINDING PROTEIN 2 PRECURSOR (LHCII ' 






CAB-2) (LHCP) >gi_82461_pir S03706 chlorophyll a/b- 






protein 2R precursor - rice >gi 20182 emb CAA32109 






{X13909) chlorophyll a/b-binding preprotein (AA -28 






[Oryza sativa] 




Seq. No. 


402343 




Seq. ID 


LIB3431-052-P1-K1-H6 




Method 


BLASTX 




NCBI GI 


gl652848 




BLAST score 


143 




E value 


2.0e-09 




Match length 


36 




% identity 


64 




NCBI Description 


(D90909) DNA photolyase [Synechocystis sp.] 




Seq. No. 


402344 




Seq. ID 


LIB3431-052-P1-K1-H7 




Method 


BLASTX 




NCBI GI 


gl31176 




BLAST score 


293 




E value 


l.Oe-26 ' 




Match length 


55 




% identity 


100 




NCBI Description 


PHOTOSYSTEM I REACTION CENTRE SUBUNIT IV PRECURSOR 



(PHOTOSYSTEM I 10.8 KD POLYPEPTIDE) (PSI-E) 
>gi_72683_pir F1BH4 photosystem I chain IV precursor - 



51670 



barley >gi_19087_emb_CAA68782_ (Y00966) psa2 preprotein (AA 

-46 to 101) [Hordeiom vulgare] >gi_226163_prf 1413233A 

lO.SkD photosystem I protein [Hordeum vulgare var. 
distichum] 



Seq. No. 


402345 


Seq. ID 


LIB3431-052-P1-K1-H9 


Method 


BLASTX 


NCBI GI 


g3183079 


BLAST score 


413 


E value 


4 . Oe-44 


Match length 


107 


% identity 


84 


NCBI Description 


MALATE DEHYDROGENASE, GLYOXYSOMAL PRECURSOR 




>gi 1375075 db3 BAA12870.1 (D85763) glyoxysomal malate 




dehydrogenase [Oryza sativa] 


Seq. No. 


402346 


Seq. ID 


LIB3431-052-P1-N1-A7 


Method 


BLASTX 


NCBI GI 


g2289010 


BLAST score 


389 


E value 


2.0e-37 


Match length 


86 


% identity 


86 


NCBI Description 


(AC002335) FKBP type peptidyl-prolyl cis-trans isomerase 




isolog [Arabidopsis thaliana] 


Seq. No. 


402347 


Seq. ID 


LIB3431-052-P1-N1-B1 


Method 


BLASTN 


NCBI GI 


g6069643 


BLAST score 


120 


E value 


6.0e-61 


Match length 


207 


% identity 


10 


NCBI Description 


Oryza sativa genomic DNA, chromosome 6, clone : P0514G12 


Seq. No. 


402348 


Seq. ID 


LIB3431-052-P1-N1-B4 


Method 


BLASTX 


NCBI GI 


gl31225 


BLAST score 


514 


E value 


4.0e-52 


Match length 


127 


% identity 


80 


NCBI Description 


PHOTOSYSTEM I REACTION CENTRE SUBUNIT XI PRECURSOR (SUBUNIT 




V) (PSI-L) >gi_100605__pir ^A39759 photosystem I 18K protein 




precursor - barley >gi_167087 (M61146) photosystem I 




hydrophobic protein [Hordeum vulgare] 


Seq. No. 


402349 


Seq. ID 


LIB3431-052-P1-N1-B5 


Method 


BLASTX 


NCBI GI 


gl26896 


BLAST score 


392 


E value 


6,0e-38 



51671 



Match length 

% identity 

NCBI Description 



91 
87 

MALATE DEHYDROGENASE, MITOCHONDRIAL PRECURSOR 

>gi_319831_pir DEPUM^ malate dehydrogenase (EC 1.1. 1*37) 

precursor, mitochondrial - watermelon 

>gi_18297_emb_CAA35239_ (X17362) precursor protein (AA -27 
to 320) [Citrullus lanatus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402350 

LIB3431-052-P1-N1-B6 

BLASTX 

gll5813 

163 

2.0e-ll 

41 

76 

CHLOROPHYLL A-B BINDING PROTEIN 8 PRECURSOR (LHCI TYPE III 
CAB-8) >gi__19182_emb_CAA33330__ (X15258) Type III 
chlorophyll a/b-binding protein [Lycopersicon esculentum] 

402351 ^ 

LIB3431-052-P1-N1-B7 

BLASTN 

g4835587 

93 

l.Oe-44 

93 

100 

Oryza sativa 0NIT4 luRNA for nitrilase-like protein, 
complete cds 



402352 

LIB3431-052-P1-N1-B8 

BLASTN 

g3885891 

58 

7.0e-24 

110 

88 

Oryza sativa photosystem-1 
mRNA, complete cds 



F subunit precursor (PSI-F) 



Seq. No. 
Seq. ID 
Method 



402353 

LIB3431-052-P1-N1-B9 

BLASTX 

gl20661 

264 

3.0e-23 

56 

89 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE A, CHLOROPLAST 
PRECURSOR >gi_170237 {M14417) glyceraldehyde-3-phosphate 
dehydrogenase A-subunit precursor [Nicotiana tabacum] 

402354 

LIB3431-052-P1-N1-C11 
BLASTX 



51672 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



O 

g6056418 
287 

l.Oe-25 

94 

59 

(AC009525) Simil 
thaliana] 



to beta-glucosi 



ases [Arabidopsis 



Seq. No. 


402355 


Seq. ID 


LIB3431-052-P1-N1-C12 


Method 


BLASTX 


NCBI GI 


g3328221 


BLAST score 


443 


E value 


7,0e-44 


Match length 


96 


% identity 


89 


NCBI Description 


{AF076920) thioredoxin peroxidase [Secale cereale] 


Seq. No. 


402356 


Seq. ID 


LIB3431-052-P1-N1-C2 


Method 


BLASTX 


NCBI GI 


g2982456 


BLAST score 


312 


E value 


2.0e-28 


Match length 


90 


% identity 


68 


NCBI Description 


{AL022223) putative protein [Arabidopsis thaliana] 


Seq. No. 


402357 


Seq. ID 


LIB3431-052-P1-N1-C3 


Method 


BLASTX 


NCBI GI 


g2754849 


BLAST score 


280 


E value 


9.0e-25 


Match length 


65 


% identity 


85 


NCBI Description 


(AF039000) putative serine-glyoxylate aminotransferase 




[Fritillaria agrestis] 


Seq. No. 


402358 


Seq. ID 


LIB3431-052-P1-N1-C4 


Method 


BLASTX 


NCBI GI 


g399333 


BLAST score 


205 


E value 


5.0e-16 


Match length 


44 


% identity 


89 



NCBI Description CYSTEINE SYNTHASE, CHLOROPLAST PRECURSOR {0-ACETYLSERINE 
SULFHYDRYLASE) { 0-ACETYLSERINE (THIOL) -LYASE) (CSASE) 

>gi_322740__pir ^A43407 cysteine synthase (EC 4.2.99.8) 

precursor - pepper >gi_17 944_eitib_CAA4 6086_ {X64874) 
0-acetylserine (thiol) -lyase [Capsicum annuum] 



Seq. No. 402359 

Seq. ID LIB3431-052-P1-N1-C5 

Method BLASTX 

NCBI GI g4566614 



51673 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



183 

2.0e-13 

42 

81 

(AF112887) actin depolymerizing factor [Populus alba x 
Populus tremula] 



Seq* No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402360 

LIB3431-052-P1-N1-C6 

BLASTX 

g2501190 

282 

6.0e-25 

76 

78 

THIAMINE BIOSYNTHETIC ENZYME 1-2 PRECURSOR 

>gi_2130147_pir S61420 thiamine biosynthetic enzyme thil-2 

- maize >gi_596080 (017351) thiamine biosynthetic enzyme 
[Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402361 

LIB3431-052-P1-N1-C8 

BLASTX 

g5921663 

206 

3.0e-16 

41 

93 

{AF162279) 10-formyltetrahydro folate synthetase 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402362 

LIB3431-052-P1-N1-C9 

BLASTN 

g2739216 

76 

l.Oe-34 

84 

98 

Hordexom vulgare L41 ribosomal protein 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402363 

LIB3431-052-P1-N1-D4 

BLASTX 

g347451 

213 

6.0e-17 

68 
68 

(L22155) ribulose 1, 5-bisphosphate carboxylase [Oryza 
sativa] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



402364 

LIB3431-052-P1-N1-D5 

BLASTX 

g517500 

217 



51674 



E value 
Match length 
% identity 
NCBI Description 



8.0e-18 

55 

78 

(M87435) precursor of the oxygen evolving complex 17 kDa 

protein [Zea mays] >gi_444338_prf 1906386A photosystem II 

0E17 protein [Pisum sativum] 



Seq. No. 


402365 


Seq. ID 


LIB3431-052-P1-N1-D6 


Method 


BLASTX 


NCBI GI 


g671740 


BLAST score 


426 


E value 


7.0e-42 


Match length 


77 


% identity 


100 


NCBI Description 


(X84730) ribulose-bisphosphate carboxylase [syntheti* 




construct] 


Seq. No. 


402366 


Seq. ID 


LIB3431-052-P1-N1-D7 


Method 


BLASTX 


NCBI GI 


g4335763 


BLAST score 


167 


E value 


l.Oe-11 


Match length 


75 


% identity 


45 


NCBI Description 


{AC006284) unknown protein [Arabidopsis thaliana] 


Seq. No. 


402367 


Seq. ID 


LIB3431-052-P1-N1-D9 


Method 


BLASTX 


NCBI GI 


g4566614 


BLAST score 


306 


E value 


9.0e-28 


Match length 


69 


% identity 


84 


NCBI Description 


{AF112887) actin depolymerizing factor [Populus alba 




Populus tremula] 


Seq. No. 


402368 


Seq. ID 


LIB3431-052-P1-N1-E1 


Method 


BLASTN 


NCBI GI 


g218207 


BLAST score 


295 


E value 


l.Oe-165 


Match length 


295 


% identity 


100 


NCBI Description 


Oryza sativa mRNA for the small subunit of 




ribulose-1, 5-bisphosphate carboxylase, complete cds. 




POSSS1139 


Seq. No. 


402369 


Seq. ID 


LIB3431-052-P1-N1-E12 


Method 


BLASTX 


NCBI GI 


g3510256 


BLAST score 


298 


E value 


6.0e-27 



51675 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



90 
52 

(AC005310) unknown protein [Arabidopsis thaliana] 
402370 

LIB3431-052-P1-N1-E2 

BLASTX 

g2947060 

165 

3.0e-ll 

40 

78 

{AC002521) putative membrane protein [Arabidopsis thaliana] 
402371 

LIB3431-052-P1-N1-E3 

BLASTX 

g347451 

186 

9.0e-14 

37 
95 

(L22155) 
sativa] 



ribulose 1, 5-bisphosphate carboxylase [Oryza 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402372 

LIB3431-052-P1-N1-E4 

BLASTX 

gll5787 

396 

2.0e-38 

77 
97 

CHLOROPHYLL A-B BINDING PROTEIN 2 PRECURSOR (LHCII TYPE I 

CAB-2) (LHCP) >gi_82461_pir S03706 chlorophyll a/b-binding 

protein 2R precursor - rice >gi_20182_emb_CAA32109_ 

(X13909) chlorophyll a/b-binding preprotein (AA -28 to 235) 

[Oryza sativa] 



Seq. No, 


402373 


Seq. ID 


LIB3431-' 


Method 


BLASTX 


NCBI GI 


gl519253 


BLAST score 


277 


E value 


2.0e-24 


Match length 


58 


% identity 


93 


NCBI Description 


(U65958) 


Seq. No. 


402374 


Seq. ID 


LIB3431- 


Method 


BLASTX 


NCBI GI 


g3126854 


BLAST score 


494 


E value 


8.0e-50 


Match length 


110 


% identity 


88 



51676 



€1 



NCBI Description (AF061577) chlorophyll a/b binding protein [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402375 

LIB3431-052-P1-N1-E7 

BLASTX 

g671740 

346 

9.0e-33 

76 

84 

{X84730) ribulose-bisphosphate carboxylase [synthetic 
construct] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402376 

LIB3431-052-P1-N1-E9 

BLASTX 

gll73347 

331 

l.Oe-30 

82 

83 

SED0HEPTUL0SE-1,7-BISPH0SPHATASE, CHLOROPLAST PRECURSOR 
(SEDOHEPTULOSE-BISPHOSPHATASE) (SBPASE) (SED ( 1, 7 ) P2ASE) 

>gi_100803_pir S23452 sedoheptulose-bisphosphatase (EC 

3.1.3.37) precursor - wheat >gi_14265_emb_CAA4 6507_ 
(X65540) sedoheptulose-1, 7-bisphosphatase [Triticum 

aestivum] 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402377 

LIB3431-052-P1-N1-F10 

BLASTN 

g3789951 

77 

3.0e-35 

245 

82 

Oryza sativa chlorophyll a/b-binding protein presursor 
(Cab27) mRNA, nuclear gene encoding chloroplast protein, 
complete cds 



Seq, .No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402378 

LIB3431-052-P1-N1-F11 

BLASTX 

g21839 

343 

4.0e-32 

72 

94 

(X57952) phosphor ibulokinase 



[Triticum aestivum] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



402379 

LIB3431-052-P1-N1-F12 

BLASTN 

g21838 

36 

l.Oe-10 
139 



51677 



€1 



% identity 88 

NCBI Description T.aestivum PRK gene for ribulose-5-phosphate kinase 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402380 

LIB3431-052-P1-N1-F8 

BLASTX 

g2129623 

199 

l.Oe-31 

83 

84 

immunophilin FKBP15-2 
( U52 0 4 7 ) immunophilin 



- Arabidopsis thaliana >gi_127240£ 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E , value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No- 
Seq- ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



402381 

LIB3431-052-P1-N1-F9 

BLASTX 

gll5802 

251 

2.0e-21 

47 

100 

CHLOROPHYLL A-B BINDING PROTEIN 36 PRECURSOR (LHCII TYPE I 

CAB-36) (LHCP) >gi_100311_pir S21827 chlorophyll 

a/b-binding protein (cab-36) - common tobacco 
>gi_19827_emb_CAA41188_ {X58230) chlorophyll a/b binding 
protein [Nicotiana tabacum] 

402382 

LIB3431-052-P1-N1-G1 

BLASTX 

g3126854 

620 

l.Oe-64 

121 

97 

(AFO 61577) chlorophyll a/b binding protein [Oryza sativa] 
402383 

LIB3431-052-P1-N1-G10 

BLASTX 

g3914466 

242 

l.Oe-20 

45 

93 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT PSAN PRECURSOR 
(PSI-N) >gi_2981214 {AF052429) photosystem I complex PsaN 
subunit precursor [Zea mays] 

402384 

LIB3431-052-P1-N1-G11 

BLASTX 

g82080 

297 

9.0e-27 
75 



51678 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



€1 

79 

chlorophyll a/b-binding protein type III precursor - tomato 

>gi_226872_prf 1609235A chlorophyll a/b binding protein 

[Lycopersicon esculentum] 

402385 

LIB3431-052-P1-N1-G3 

BLASTX 

g2501190 

470 

5.0e-47 

117 

83 

THIAMINE BIOSYNTHETIC ENZYME 1-2 PRECURSOR 

>gi_2130147_pir S61420 thiamine biosynthetic enzyme thil-2 

- maize >gi_596080 (U17351) thiamine biosynthetic enzyme 
[Zea mays] 

402386 

LIB3431-052-P1-N1-G8 

BLASTN 

g21838 

70 

5.0e-31 

207 

85 

T.aestivum PRK gene for ribulose-5-phosphate kinase 
402387 

LIB3431-052-P1-N1-G9 

BLASTX 

g693920 

403 

4.0e-39 

77 

99 

(U21113) chlorophyll a/b binding protein [Solanum 
tuberosum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq, ID 
Method 
NCBI GI 



402388 

LIB3431-052-P1-N1-H1 

BLASTX 

gll5787 

495 

6.0e-50 

98 

97 

CHLOROPHYLL A-B BINDING PROTEIN 2 PRECURSOR (LHCII TYPE I 

CAB-2) (LHCP) >gi_824 61_pir S03706 chlorophyll a/b-binding 

protein 2R precursor - rice >gi_20182_emb__CAA32109_ 

(X13909) chlorophyll a/b-binding preprotein (AA -28 to 235) 

[Oryza sativa] 

402389 

LIB3431-052-P1-N1-H10 

BLASTX 

g82080 



51679 



€1 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



291 

4.0e-26 

71 

82 

chlorophyll a/b-binding protein type III precursor - tomato 

>gi_226872_prf 1609235A chlorophyll a/b binding protein 

[Lycopersicon esculentiom] 

402390 

LIB3431-052-P1-N1-H11 

BLASTX 

gll9194 

270 

9,0e-24 

62 

85 

ELONGATION FACTOR TU, CHLOROPLAST PRECURSOR (EF-TU) 

>gi_81607_pir S09152 translation elongation factor Tu 

precursor, chloroplast - Arabidopsis thaliana 
>gi_22565_emb_CAA36498_ (X52256) elongation factor Tu 
precursor [Arabidopsis thaliana] 

>gi_5738381_eitib_CAB45802.2_ {AL080253) translation 
elongation factor EF-Tu precursor, chloroplast [Arabidopsis 

thaliana] >gi_226817_prf 1607332A elongation factor Tu 

[Arabidopsis thaliana] 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402391 

LIB3431-052-P1-N1-H2 

BLASTX 

g226263 

158 

l.Oe-10 

29 

97 

chlorophyll a/b binding protein [Glycine max] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402392 

LIB3431-052-P1-N1-H3 

BLASTX 

g3789954 

237 

7.0e-20 
44 
95 

{AF094776) 
sativa] 



chlorophyll a/b-binding protein precursor [Oryza 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402393 

LIB3431-052-P1-N1-H5 

BLASTN 

gl4264 

60 

5,0e-25 

100 

90 

T.aestivum gene for sedoheptulose-1, 7-bisphoshatase 



51680 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402394 

LIB3431-052-P1-N1-H7 

BLASTX 

gl31176 

251 

l.Oe-21 

48 

98 

PHOTOS YSTEM I REACTION CENTRE SUBUNIT IV PRECURSOR 
(PHOTOSYSTEM I 10.8 KD POLYPEPTIDE) (PSI-E) 

>gi_72683_pir F1BH4 photosystem I chain IV precursor - 

barley >gi__19087_emb_CAA68782_ {Y00966) psa2 preprotein {AA 

-46 to 101) [Hordeum vulgare] >gi_226163_prf 1413233A 

lO.SkD photosystem I protein [Hordeum vulgare var. 
distichum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402395 

LIB3431-052-P1-N1-H9 

BLASTX 

g3183079 

209 

l.Oe-16 

54 

76 

MALATE DEHYDROGENASE, GLYOXYSOMAL PRECURSOR 
>gi_1375075_dbj_BAA12870.1_ (D85763) glyoxysomal malate 
dehydrogenase [Oryza sativa] 



Seq. No. 


402396 


Seq, ID 


LIB3431-053-P1-K1-A1 


Method 


BLASTX 


NCBI GI 


g871931 


BLAST score 


387 


E value 


2.0e-37 


Match length 


78 


% identity 


99 


NCBI Description 


(D30763) ferredoxin [Oryza 


Seq. No. 


402397 


Seq. ID 


LIB3431-053-P1-K1-A10 


Method 


BLASTX 


NCBI GI 


g729479 


BLAST score 


667 


E value 


l.Oe-72 


Match length 


147 


% identity 


82 


NCBI Description 


FERREDOXIN—NADP REDUCTASE 




{U14 956) ferredoxin NADP+ : 


Seq. No. 


402398 


Seq. ID 


LIB3431-053-P1-K1-A11 


Method 


BLASTX 


NCBI GI 


gl31225 


BLAST score 


322 


E value 


3.0e-30 


Match length 


71 


% identity 


87 



(FNR) >gi_551131 
precursor [Vicia faba] 



51681 



NCBI Description 



PHOTOSYSTEM I REACTION CENTRE SUBUNIT XI PRECURSOR {SUBUNIT 

V) (PSI-L) >gi_100605_pir ^A39759 photosystem I 18K protein 

precursor - barley >gi_167087 {M61146) photosystem I 
hydrophobic protein [Hordeum vulgare] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402399 

LIB3431-053-P1-K1-A12 

BLASTX 

g4585882 

638 

8.0e-67 

143 

79 

(AC005850) PSI type III 
[Arabidopsis thaliana] 



chlorophyll a/b-binding protein 



Seq. No. 


402400 


Seq. ID 


LIB3431-053-P1-K1-AZ 


Method 


BLASTX 


NCBI GI 


g2894534 


BLAST score 


392 


E value 


4 . Oe-38 


Match length 


103 


% identity 


/ / 


NCBI Description 


(AJ224 327 ) aquaporin 


Seq. No. 


402401 


Seq. ID 


LIB3431-053-P1-K1-A3 


Method 


BLASTX 


NCBI GI 


g4038699 


BLAST score 


198 


E value 


3.0e-23 


Match length 


65 


% identity 


82 


NCBI Description 


{AB020947) ribulose-: 




small subunit [Aegil< 


Seq. No. 


402402 


Seq. ID 


LIB3431-053-P1-K1-A6 


Method 


BLASTX 


NCBI GI 


g417154 


BLAST score 


429 


E value 


3.0e-42 


Match length 


135 


% identity 


63 



NCBI Description 



HEAT SHOCK PROTEIN 82 >gi_100685__pir S25541 heat shock 

protein 82 - rice (strain Taichung Native One) 
>gi_20256_emb__CAA77978_ {Z11920) heat shock protein 82 
(HSP82) [Oryza sativa] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



402403 

LIB3431-053-P1-K1-A7 

BLASTX 

g2407281 

399 

5.0e-39 
81 



51682 



% identity 

NCBI Description 



96 

(AF017363) ribulose 1, 5-bisphosphate carboxylase siaall 
subunit [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402404 

LIB3431-053-P1-K1-A8 

BLASTX 

g6006848 

570 

7.0e-59 
132 
79 

{AC009540) 
thaliana] 



unknovm protein, 5' partial [Arabidopsis 



Seq. No. 402405 

Seq. ID LIB3431-053-P1-K1-B10 

Method BLASTX 

NCBI GI gll5787 

BLAST score 370 

E value l.Oe-35 

Match length 94 

% identity 82 

NCBI Description CHLOROPHYLL A-B BINDING PROTEIN 2 PRECURSOR {LHCII TYPE I 

CAB-2) (LHCP) >gi_82461_pir S03706 chlorophyll a/b-binding 

protein 2R precursor - rice >gi_20182_eirib_CAA3210 9__ 

{X13909) chlorophyll a/b-binding preprotein (AA -28 to 235) 

[Oryza sativa] 

Seq. No. 402406 

Seq. ID LIB3431-053-P1-K1-B11 

Method BLASTX 

NCBI GI g2407281 

BLAST score 638 

E value 8.0e-67 

Match length 124 

% identity 94 

NCBI Description (AF017363) ribulose 1, 5-bisphosphate carboxylase small 
subunit [Oryza sativa] 

Seq. No. 402407 

Seq. ID LIB3431-053-P1-K1-B12 

Method BLASTX 

NCBI GI g82080 

BLAST score 346 

E value l.Oe-32 

Match length 98 

% identity 69 

NCBI Description chlorophyll a/b-binding protein type III precursor - tomato 

>gi_226872_prf 1609235A chlorophyll a/b binding protein 

[Lycopersicon esculentum] 



Seq. No. 402408 

Seq. ID LIB3431-053-P1-K1-B2 

Method BLASTX 

NCBI GI g2499819 

BLAST score 634 
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E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



3.0e-66 

121 

99 

ASPARTIC PROTEINASE ORYZASIN 1 PRECURSOR 

>gi_2130068_pir 366516 aspartic proteinase 1 precursor - 

rice >gi_1030715_dbj_BAA0687 6_ (032165) aspartic protease 
[Oryza sativa] >gi_1711289_dbj_BAA06875_ (032144) aspartic 
protease [Oryza sativa] 

402409 

LIB3431-053-P1-K1-B3 

BLASTX 

g4982478 

518 

9.0e-53 

136 

71 

(AF069441) putative leucyl tRNA synthetase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402410 

LIB3431-053-P1-K1-B4 
BLASTX 
g320618 
265 

3.0e-23 
65 
74 

chlorophyll a/b-binding protein I 
>gi_218172_dbj_BAA00536_ (D00641) 
chlorophyll a/b-binding protein [Oryza sativa] 

>gi_227611_prf 1707316A chlorophyll a/b binding protein 1 

[Oryza sativa] 



precursor - rice 

type I light-harvesting 



Seq, No. 


402411 


Seq. ID 


LIB3431-053-P1- 


Method 


BLASTX 


NCBI GI 


gl661160 


BLAST score 


246 


E value 


2.0e-27 


Match length 


91 


% identity 


78 


NCBI Description 


(U74295) chlor. 


Seq. No. 


402412 


Seq. ID 


LIB3431-053-P1' 


Method 


BLASTX 


NCBI GI 


g400983 


BLAST score 


272 


E value 


7.0e-24 


Match length 


61 


% identity 


82 


NCBI Description 


50S RIBOSOMAL 



-K1-B8 



'TEIN Lll, CHLOROPLAST PRECURSOR (CLll) 

>gi_27 9648_pir R5SP11 ribosomal protein Lll precursor - 

spinach >gi_21313_einb_CAA39950_ (X56615) ribosomal protein 
Lll [Spinacia oleracea] 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No- 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402413 

LIB3431-053-P1-K1-B9 

BLASTX 

gl835731 

319 

l.Oe-29 
66 

(U86018) photosystem II 10 kDa polypeptide [Oryza sativaj 
402414 

LIB3431-053-P1-K1-C1 

BLASTX 

g5734636 

297 

8.0e-27 

106 

50 

(AP000391) Similar to putative lipase (AC006'232) [Oryza 
sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402415 

LIB3431-053-P1-K1-C11 

BLASTX 

g2130042 

688 

l.Oe-72 

149 

92 

Mg-chelatase chain Xantha-f - barley >gi_861199 (U26916) 
protoporphyrin IX Mg-chelatase subunit precursor [Horde urn 
vulgare] 

402416 

LIB3431-053-P1-K1-C12 

BLASTX 

gll5772 

675 

4.0e-71 

136 

94 

CHLOROPHYLL A-B BINDING PROTEIN 1 PRECURSOR (LHCII TYPE I 

CAB-1) (LHCP) >gi_82460_pir S03705 chlorophyll a/b-binding 

protein IR precursor - rice >gi_2017 8_emb__CAA32108_ 

(X13908) chlorophyll a/b-binding preprotein {AA -31 to 235) 

[Oryza sativa] 

402417 

LIB3431-053-P1-K1-C2 

BLASTX 

g2072555 

194 

6.0e-15 

52 
73 

(AF001396) itietallothionein-like protein [Oryza satxva] 

>gi 6103441_gb_AAF03603.1_ (AF147786) metallothionein-like 



51685 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



€1 



protein [Oryza sativa] 
402418 

LIB3431-053-P1-K1-C3 

BLASTX 

gl32105 

638 

l.Oe-66 

119 

98 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094__pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208__dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 



Seq. No. 


402419 


Seq. ID 


LIBo431-05i-Pl-Kl-C4 


Method 


BLASTN 


NCBI GI 


g6015437 


BLAST score 


36 


E value 


2.0e-10 


Match length 


36 


% identity 


100 


NCBI Description 


Homo sapiens PEXl mRNA, complete cds 


Seq. No. 


402420 


Seq. ID 


LIB3431-053-P1-K1-C5 


Method 


BLASTN 


NCBI GI 


g6015437 


BLAST score 


36 


E value 


2.0e-10 


Match length 


36 


% identity 


100 


NCBI Description 


Homo sapiens PEXl mRNA, complete cds 


Seq. No. 


402421 


Seq. ID 


LIB3431-053-P1-K1-C6 


Method 


BLASTX 


NCBI GI 


g82734 


BLAST score 


812 


E value 


4.0e-87 


Match length 


164 


% identity 


31 


NCBI Description 


ubiquitin precursor - maize (fragment) 




>gi_226763_prf 1604470A poly-ubiquiti 


Seq. No. 


402422 


Seq. ID 


LIB3431-053-P1-K1-C8 


Method 


BLASTX 


NCBI GI 


g320618 


BLAST score 


455 


E value 


2.0e-45 
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Match length 

% identity 

NCBI Description 



102 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



- rice 



chlorophyll a/b-binding protein I precursor 
>gi_218172_dbj_BAA0053€_ {D00641) type I light-harvesting 
chlorophyll a/b-binding protein [Oryza sativa] 

>gi_227 611_prf 1707316A chlorophyll a/b binding protein 1 

[Oryza sativa] 

402423 

LIB3431-053-P1-K1-D10 

BLASTX 

g548605 

488 

3.0e-49 

113 

87 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT X PRECURSOR 
(LIGHT-HARVESTING COMPLEX I 7 KD PROTEIN) (PSI-K) 

>gi_539055_pir ^A48527 photosystem I protein psaK precursor 

- barley >gi_304220 {L12707) photosystem I PSI-K subunit 
[ Horde um vulgar e] 

402424 

LIB3431-053-P1-K1-D12 

BLASTX 

g3288821 

422 

2,0e-41 

106 

75 

(AF063901) alanine :glyoxylate aminotransferase; 
transaminase [Arabidopsis thaliana] 
>gi_4733989_gb_AAD28669.1_AC007209_5 (AC007209) 
alanine-glyoxylate aminotransferase [Arabidopsis thaliana] 

402425 

LIB3431-053-P1-K1-D2 

BLASTN 

g5852170 

86 

2.0e-40 

130 

46 

Oryza sativa indica(GLA4) genomic DNA, chromosome 4, BAC 
clone:tl7804 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402426 

LIB3431-053-P1-K1-D3 

BLASTX 

g4972052 

372 

l.Oe-35 

134 

40 

{AL078470) putative protein [Arabidopsis thaliana] 



.Seq. No. 



402427 
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Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3431-053-P1-K1-D4 

BLASTN 

gl9094 

33 

3.0e-09 

57 

89 

H.vulgare mRNA PsaN for photosystem I subunit N 
402428 

LIB3431-053-P1-K1-D5 

BLASTN 

gl9094 

44 

7.0e-16 

64 

92 

H.vulgare mRNA PsaN for photosystem I subunit N 
402429 

LIB3431-053-P1-K1-D6 

BLASTX 

gll5787 

616 

3.0e-64 

140 

88 

CHLOROPHYLL A-B BINDING PROTEIN 2 PRECURSOR (LHCII TYPE I 

CAB-2) (LHCP) >gi_82461_pir S03706 chlorophyll a/b-binding 

protein 2R precursor - rice >gi_2Q182_emb_CAA32109_ 

{X13909) chlorophyll a/b-binding preprotein (AA -28 to 235) 

[Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402430 

LIB3431-053-P1-K1-D8 

BLASTX 

g3789952 

364 

6.0e-35 

77 

94 

{AF094775) chlorophyll a/b-binding protein presursor [Oryza 
sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 



402431 

LIB3431-053-P1-K1-D9 

BLASTX 

g5042413 

278 

l.Oe-24 

90 

54 

{AC006193) Hypothetical Protein [Arabidopsis thaliana] 
402432 

LIB3431-053-P1-K1-E1 
BLASTN 



51688 



i) 

NCBI GI g3885891 
BLAST score 171 
E value 2.0e-91 
Match length 209 
% identity 96 
NCBI Description Oryza sativa photosystem-1 F subunit precursor (PSI-F) 
mRNA, complete cds 




Seq. No, 402433 

Seq. ID LIB3431-053-P1-K1-E11 

Method BLASTX 

NCBI GI g4544390 

BLAST score 364 

E value l.Oe-34 

Match length 141 

% identity 52 

NCBI Description (AC007047) hypothetical protein [Arabidopsis thaliana] 

Seq. No. 402434 

Seq. ID LIB3431-053-P1-K1-E12 

Method BLASTX 

NCBI GI g2072555 

BLAST score 237 

E value l.Oe-19 

Match length 44 ' ' 

% identity 100 

NCBI Description {AF001396) metallothionein-like protein [Oryza sativa] 

>gi_6103441_gb_AAF03603.1_ {AF147786) metallothionein-like 
protein [Oryza sativa] 

Seq. No. 402435 

Seq. ID LIB3431-053-P1-K1-E2 

Method BLASTN 

NCBI GI g218209 

BLAST score 66 

E value 2.0e-28 

Match length- 94 

% identity 93 

NCBI Description Oryza sativa mRNA for the small subunit of 

ribulose-1, 5-bisphosphate carboxylase, complete cds, clone 
POSSS2106 

Seq. No. 402436 

Seq. ID LIB3431-053-P1-K1-E3 

Method BLASTX 

NCBI GI g2072727 

BLAST score 736 

E value 3.0e-78 

Match length 143 

% identity 99 

NCBI Description (Y12595) Fd-GOGAT protein [Oryza sativa] 



Seq. No. 402437 

Seq. ID LIB3431-053-P1-K1-E4 

Method BLASTN 

NCBI GI g3821780 

BLAST score 35 
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E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Seq* ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



7.0e-ll 

35 

100 

Xenopus laevis cDNA clone 27A6-1 
402438 

LIB3431-053-P1-K1-E5 

BLASTN 

g3821780 

35 

8.0e-ll 

35 

100 

Xenopus laevis cDNA clone 27A6-1 
402439 

LIB3431-053-P1-K1-E6 

BLASTX 

gl31388 

403 

3.0e-39 

131 

67 

OXYGEN-EVOLVING ENHANCER PROTEIN 1 PRECURSOR (OEEl) (33 KD 
SUBUNIT OF OXYGEN EVOLVING SYSTEM OF PHOTOSYSTEM II) (33 KD 

THYLAKOID MEMBRANE PROTEIN) >gi_1008 31_pir S16260 

photosystem II oxygen-evolving complex protein 1 - common 
wheat X Sanduri wheat >gi_21844_emb_CAA40670_ (X57408) 
33kDa oxygen evolving protein of photosystem II [Triticum 
aestivum] 

402440 

LIB3431-053-P1-K1-E7 

BLASTX 

g4417296 

368 

3.0e-35 

102 

68 

(AC007019) unknown protein [Arabidopsis thaliana] 
>gi_4587592_gb_AAD25820.1__AC007232__10 (AC007232) unknown 
protein [Arabidopsis thaliana] 

402441 

LIB3431-053-P1-K1-E9 

BLASTX 

g3885894 

463 

2.0e-46 
104 
88 

(AFO 93635) photosystem- 



1 H subunit G0S5 [Oryza sativa] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



402442 

LIB3431-053-P1-K1-F1 

BLASTX 

g2570511 
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BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



628 

l.Oe-65 

121 

98 

(AF022738) chlorophyll a-fo binding protein [Oryza sativa] 
402443 

LIB3431-053-P1-K1-F10 

BLASTX 

g2501189 

459 

8.0e-46 

124 

74 

THIAMINE BIOSYNTHETIC ENZYME 1-1 PRECURSOR 

>gi_213014 6_pir S61419 thiamine biosynthetic enzyme thil-1 

- maize >gi_596078 (U17350) thiamine biosynthetic enzyme 
[2ea mays] 

402444 

LIB3431-053-P1-K1-F11 

BLASTX 

g320618 

533 

2.0e-54 

120 

86 

chlorophyll a/b-binding protein I 
>gi_218172_dbj_BAA00536_ (D00641) 
chlorophyll a/b-binding protein [Oryza sativa] 

>gi__227611_prf 1707316A chlorophyll a/b binding protein 1 

[Oryza sativa] 



precursor - rice 

type I light -harvesting 



Seq, No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



precursor - rice 
type I light-harvesting 



402445 

LIB3431-053-P1-K1-F2 
BLASTX 
g320618 
597 

6.0e-62 
132 
86 

chlorophyll a/b-binding protein I 
>gi__218172_dbj_BAA00536_ {D00641) 
chlorophyll a/b-binding protein [Oryza sativa] 

>gi_227 611_prf 1707316A chlorophyll a/b binding protein 1 

[Oryza sativa] 

402446 

LIB3431-053-P1-K1-F6 

BLASTX 

g6063542 

308 

8,0e-30 

76 

97 

{AP000615) EST C74302 {E30840 ) corresponds to a region of 
the predicted gene.; similar to glyceraldehyde-3-phosphate 
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dehydrogenase. (M64118) [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402447 

LIB3431-053-P1-K1-F8 

BLASTN 

g4835587 

67 

l.Oe-29 

67 

100 

Oryza sativa 0NIT4 mRNA for nitrilase-like protein, 
complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402448 

LIB3431-053-P1-K1-F9 

BLASTX 

g733456 

631 

6.0e-66 

141 
85 

{U23189) chlorophyll a/b-binding apoprotein CP26 precursor 
[Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402449 

LIB3431-053-P1-K1-G1 

BLASTX 

g3047064 

406 

l.Oe-39 

143 

57 

(AF058825) contains similarity to peptidyl -prolyl cis-trans 
isomerase (Pfam: pro_isomerase.hmm, score: 23,86 and 28.41 
[Arabidopsis thaliana] 



Seq. NO, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402450 

LIB3431-053-P1-K1-G10 

BLASTX 

g671740 

338 

2.0e-31 

63 
98 

(X84730) ribulose-bisphosphate carboxylase 
construct] 



[synthetic 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402451 

LIB3431-053-P1-K1-G11 

BLASTX 

gl32105 

653 

2.0e-68 
141 
8 8 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 
(RUBISCO SMALL SUBUNIT C) >gi__68 094_pir RKRZS9 
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ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402452 

LIB3431-053-P1-K1-G2 

BLASTN 

g20262 

340 

O.Oe+00 

340 

100 

0. sativa light-induced mRNA 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402453 

LIB3431-053-P1-K1-G3 

BLASTX 

g3510256 

250 

3.0e-21 

118 

47 

(AC005310) unknown protein [Arabidopsis thaliana] 
402454 

LIB3431-053-P1-K1-G4 

BLASTX 

gl32105 

525 

l.Oe-53 

117 

85 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi__68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj__BAA00538__ 
{D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi__2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402455 

LIB3431-053-P1-K1-G5 

BLASTX 

gl32105 

313 

6.0e-29 

80 

80 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
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precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538__ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402456 

LIB3431-053-P1-K1-G7 

BLASTX 

g2735017 

523 

3.0e-53 

155 

63 

{U82481) KI domain interacting kinase 1 [Zea mays] 
402457 

LIB3431-053-P1-K1-G9 

BLASTX 

g82080 

535 

l.Oe-54 

148 

69 

chlorophyll a/b-binding protein type III precursor - tomato 

>gi_226872_prf 1609235A chlorophyll a/b binding protein 

[Lycopersicon esculentxom] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402458 

LIB3431-053-P1-K1-H10 

BLASTX 

gl32105 

541 

2.0e-55 

121 

85 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi__218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 

402459 

LIB3431-053-P1-K1-H11 

BLASTN 

g4680178 

84 

3.0e-39 

129 

90 

Oryza sativa subsp. indica Retrosat 1 retrotransposon and 
Ty3-Gypsy type Retrosat 2 retrotransposon, complete 
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sequences; and unknown genes 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402460 

LIB3431-053-P1-K1-H2 

BLASTX 

g733454 

357 

6.0e-34 

101 

72 

(U23188) chlorophyll a/b-binding apoprotein CP26 precursor 
[Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402461 

LIB3431-053-P1-K1-H3 

BLASTX 

g4582459 

329 

l.Oe-30 

98 
63 

(AC007071) putative RanBP7/importin protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402462 

LIB3431-053-P1-K1-H6 

BLASTN 

g2570496 

118 

l,0e-59 

126 
98 

Oryza sativa H protein subunit of glycine decarboxylase 
mRNA, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402463 

LIB3431-053-P1-K1-H7 

BLASTX 

g5442410 

380 

2.0e-36 

133 

58 

(AF159254) ascorbate peroxidase [Zantedeschia aethiopica] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402464 

LIB3431-053-P1-K1-H8 

BLASTX 

g2407281 

661 

2.0e-69 

129 

94 

(AF017363) ribulose 1, 5-bisphosphate carboxylase small 
subunit [Oryza sativa] 



Seq. No, 



402465 
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Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3431-053-P1-K1-H9 

BLASTX 

g3789952 

469 

4.0e-47 

107 

87 

(AF094775) chlorophyll a/b-binding protein presursor [Oryza 
sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402466 

LIB3431-053-P1-N1-A1 

BLASTN 

g218209 

214 

l.Oe-117 

302 
93 

Oryza sativa mRNA for the small subunit of 

ribulose-1, 5-bisphosphate carboxylase, complete cds, clone 

pOSSS2106 

402467 

LIB3431-053-P1-N1-A10 

BLASTX 

g729477 

498 

3.0e-50 

110 
84 

FERREDOXIN—NADP REDUCTASE PRECURSOR (FNR) 

>gi_320548_pir ^A44974 ferredoxin — NADP+ reductase (EC 

1.18.1.2) precursor - common ice plant >gi_167256 (M25528) 
ferredoxin-NADP+ reductase precursor (fnrA; EC 1.6.7.1) 

[Mesembryanthemum crystallinum] >gi__226768_prf 16044 75A 

ferredoxin NADP reductase [Mesembryanthemum crystallinum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402468 

LIB3431-053-P1-N1-A11 

BLASTX 

gl31225 

179 

4.0e-13 

48 

69 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT XI PRECURSOR (SUBUNIT 

V) (PSI-L) >gi_100605_pir ^A39759 photosystem I 18K protein 

precursor - barley >gi__167087 (M61146) photosystem I 
hydrophobic protein [ Horde um vulgare] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



402469 

LIB3431-053-P1-N1-A12 

BLASTX 

gll5813 

211 

8.0e-25 

82 
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% identity 

NCBI Description 



€1 

74 

CHLOROPHYLL A-B BINDING PROTEIN 8 PRECURSOR (LHCI TYPE III 
CAB-8) >gi_19182_emb_CAA33330_ (X15258) Type III 
chlorophyll a/b-binding protein [Lycopersicon esculentum] 



beg. NO. 


UZft / U 


beq* iu 


1i1do4 J 1 UO J irl W 1— iiZ 


Method 








DbAbi score 




E value 


1 . ue^ 4 


Ayr -^4" (~iV\ 1 /aT*i /^"t" V\ 
ixiaucii _Lciiy L.n 




% identity 


Q1 




fAROO^fifiS^ wat^r ohannp^l nrotein 


Seq. No. 


402471 


Seq. ID 


LIB3431-053-P1-N1-A3 


Method 


BLASTX 


NCBI GI 


gl32105 


BLAST score 


354 


E value 


l.Oe-40 


Match length 


83 


% identity 


100 


NCBI Description 


RIBULOSE BISPHOSPHATE CARBOXYLASE 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



ALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68Q94_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj__BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_24Q7283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 

402472 

LIB3431-053-P1-N1-A6 

BLASTX 

g417154 

302 

7.0e-41 

109 

85 

HEAT SHOCK PROTEIN 82 >gi_100685_pir S25541 heat shock 

protein 82 - rice (strain Taichung Native One) 
>gi_20256_emb_CAA77978_ (Z11920) heat shock protein 82 
(HSP82) [Oryza sativa] 

402473 

LIB3431-053-P1-N1-A7 

BLASTX 

g671740 

202 

9.0e-16 

38 

100 

(X84730) ribulose-bisphosphate carboxylase [synthetic 
construct] 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402474 

LIB3431-053-P1-N1-A9 

BLASTX 

g2407281 

266 

2.0e-23 

67 

75 

{AF017363) ribulose 1, 5-bisphosphate carboxylase small 
subunit [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402475 

LIB3431-053-P1-N1-B10 

BLASTX 

g3036942 

181 

3.0e-13 

37 
89 

{AB012636) light harvesting chlorophyll a/b-binding protein 
[Nicotiana sylvestris] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402476 

LIB3431-053-P1-N1-B11 

BLASTX 

g347451 

229 

9.0e-19 

48 

92 

{L22155) 
sativa] 



ribulose 1, 5-bisphosphate carboxylase [Oryza 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402477 

LIB3431-053-P1-N1-B12 

BLASTX 

gll5813 

212 

8.0e-17 

75 

61 

CHLOROPHYLL A-B BINDING PROTEIN 8 PRECURSOR (LHCI TYPE III 
CAB-8) >gi_19182_errib_CAA33330_ (X15258) Type III 
chlorophyll a/b-binding protein [Lycopersicon esculentum] 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402478 

LIB3431-053-P1-N1-B2 

BLASTX 

g2499819 

215 

l.Oe-30 

73 
86 

ASPARTIC PROTEINASE ORYZASIN 1 PRECURSOR 

>gi_2130068_pir S66516 aspartic proteinase 1 precursor - 

rice >gi_1030715_dbj_BAA06876_ (D32165) aspartic protease 
[Oryza sativa] >gi_1711289_dbj_BAA06875_ (D32144) aspartic 
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protease [Oryza sativa] 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402479 

LIB3431-053-P1-N1-B3 

BLASTX 

g4982478 

168 

l.Oe-11 

47 

68 

(AF069441) putative leucyl tRNA synthetase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402480 

LIB3431-053-P1-N1-B4 

BLASTX 

g421916 

237 

5.0e-20 

49 

90 

chlorophyll a/b-binding protein - English ivy (fragment) 
>gi__12582_emb__CAA48410_ (X68333) light harvesting 
chlorophyll a /b binding protein [Hedera helix] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402481 

LIB3431-053-P1-N1-B8 

BLASTX 

g400983 

250 

3.0e-21 

70 

69 

SOS RIBOSOMAL PROTEIN Lll, CHLOROPLAST PRECURSOR (CLll) 

>gi_279648_pir R5SP11 ribosomal protein Lll precursor - 

spinach >gi_21313_einb_CAA39950_ (X56615) ribosomal protein 
Lll [Spinacia oleracea] 



Seq. No. 


402482 


Seq. ID 


LIB3431-053-P1-N1-B9 


Method 


BLASTX 


NCBI GI 


gl835731 


BLAST score 


230 


E value 


5.0e-19 


Match length 


55 


% identity 


82 


NCBI Description 


(U86018) photosystem II 10 kDa polypeptide 


Seq. No. 


402483 


Seq. ID 


LIB3431-053-P1-N1-C10 


Method 


BLASTX 


NCBI GI 


g687677 


BLAST score 


235 


E value 


l.Oe-19 


Match length 


51 


% identity 


88 


NCBI Description 


(U19925) unknown [Arabidopsis thaliana] 



[Oryza sativa] 
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402484 

LIB3431-053-P1-N1-C11 
BLASTX 
g2130042 
317 

3.0e-32 
100 
75 

Mg-chelatase chain Xantha-f - barley >gi_861199 {U26916) 
protoporphyrin IX Mg-chelatase subunit precursor [Hordeiim 
vulgare] 

402485 

LIB3431-053-P1-N1-C12 
BLASTX 
g2645999 
219 

8.0e-18 
56 
73 

(AF034 631) chlorophyll a/b binding protein of LHCII type I 
precursor [Panax ginseng] 

Seq, No. 402486 

Seq. ID LIB3431-053-P1-N1-C2 

Method ^ BLASTX 

NCBI GI g2072555 

BLAST score 217 

E value 2.0e-17 

Match length 4 4 

% identity 93 , 

NCBI Description (AF001396) metallothionein-like protein [Oryza sativa] 

>gi_6103441_gb_AAF03603.1_ {AF147786) metallothionein-lxke 

protein [Oryza sativa] 

Seq. No. 402487 

Seq. ID LIB3431-053-P1-N1-C3 

Method BLASTX 

NCBI GI g671740 

BLAST score 245 

E value l.Oe-20 

Match length 49 

% identity 96 . 

NCBI Description {X84730) ribulose-bisphosphate carboxylase [synthetic 
construct] 

Seq. No. 402488 

Seq. ID LIB3431-053-P1-N1-C5 

Method BLASTX 

NCBI GI gl835731 

BLAST score 459 

E value l.Oe-45 

Match length 102 

% identity 86 . 
NCBI Description (U86018) photosystem II 10 kDa polypeptide [Oryza sativaj 



Seq, No, 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq- No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402489 

LIB3431-053-P1-N1-C6 

BLASTX 

gl70354 

422 

2.0e-41 

85 

21 

(M74156) pentameric polyubiquitin [Nicotiana sylvestris] 
402490 

LIB3431-053-P1-N1-C8 

BLASTX 

g289920 

319 

2.0e-29 

61 

100 

(L07119) chlorophyll A/B binding protein [Gossypium 
hirsutum] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402491 

LIB3431-053-P1-N1-D10 

BLASTN 

g304219 

52 

2.0e-20 

80 

91 

Hordeum vulgare chloroplast photosystem I PSK-I subunit 
mRNA, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402492 

LIB3431-053-P1-N1-D12 

BLASTX 

g2754849 

192 

2.0e-29 

74 

85 

(AF039000) putative serine-glyoxylate aminotransferase 
[Fritillaria agrestis] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402493 

LIB3431-053-P1-N1-D8 

BLASTX 

g3789952 

196 

7.0e-15 
39 
95 

(AF094 775) 
sativa] 



chlorophyll a/b-binding protein presursor [Oryza 



Seq. No. 
Seq. ID 
Method 



402494 

LIB3431-053-P1-N1-E1 
BLASTX 
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NCBI GI 


g3885892 


BLAST score 


302 


E valus 


9 Ho— 97 

^ . ue Z / 


Maccn lengrfi 




% laentity 


yo 


Nubi uescripuion 


^/ir u -?o D J fi ; pnoTLOsysueiii ± c ouijui. 


Seq. No. 


4uz4 yo 




T XR'^4^1 — n^'^ — P1 -N1 — F1 0 


MBthod 


l5±ji-iO 1 A 




go / 0 y DO D 


BLAST score 


187 


E value 


6.0e-16 


Match length 


ft 7 


% identity 


A Q 


NCBI Description 


(ArUUUoyij biniixar uo putative j 




sativa] 


Seq. No. 


4U^4 y b 


beq. lu 


T XR'^4'^1 — nR"^ — PI — Nl — "Fl 1 


Metnoa 


DliiiO i A 


NCBI GI 


g4544390 


BLAST score 


188 


E value 


D . ue— 14 


Match length 


DZ 


% identity 


50 


NCBI Description 


^Auuu /U4 / ; nypoTinencax prorem 


Seq. No. 


402497 


beq. ID 


Jj1do4 o 1 UO J rl INX iIjZ 


Method 


"DT 7\ CTiM 




y z X 0 z u -7 


BLAST score 


58 


E value 


l.Oe-23 


Match length 


94 


% identity 


90 


NCBI Description 


Oryza sativa mRNA for the small 



(AC006232) [Oryza 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



ribulose-1, 5-bisphosphate carboxylase, complete cds, clone 
pOSSS2106 

402498 

LIB3431-Q53-P1-N1-E3 

BLASTN 

g2072726 

460 

O.Oe+00 
491 
99 

0. sativa mRNA for Fd-GOGAT, partial. 



clone OsGog2 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



402499 

LIB3431-053-P1-N1-E6 

BLASTX 

g482311 

420 

4.0e-41 
84 
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% identity 99 

NCBI Description photosystem II oxygen-evolving complex protein 1 - rice 

(strain Nihonbare) >gi_739292_prf 2002393A oxygen-evolving 

complex protein 1 [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GL 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



402500' 

LIB3431-G53-P1-N1-E7 

BLASTX 

g4417296 

163 

5.0e-22 

78 

59 

(AC007019) unknown protein [Arabidopsis thaliana] 
>gi_4587592_gb_AAD25820.1_AC007232_10 (AC007232) unknown 
protein [Arabidopsis thaliana] 

402501 

LIB3431-053-P1-N1-E9 

BLASTX 

g3885894 

330 

2.0e-38 

113 

77 

{AF093635) photosystem-1 H subunit G0S5 [Oryza sativa] 
402502 

LIB3431-053-P1-N1-F1 

BLASTX 

g2570511 

163 

3.0e-22 

67 

78 

(AF022738) chlorophyll a-b binding protein [Oryza sativa] 
402503 

LIB3431-053-P1-N1-F10 

BLASTX 

g2501190 

167 

6.0e-19 

78 
71 

THIAMINE BIOSYNTHETIC ENZYME 1-2 PRECURSOR 

>gi_2130147_pir S61420 thiamine biosynthetic enzyme thil-2 

- maize >gi_596080 (U17351) thiamine biosynthetic enzyme 
[Zea mays] 

402504 

LIB3431-053-P1-N1-F11 

BLASTX 

gll5787 

471 

4.0e-47 
106 
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% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



89 

CHLOROPHYLL A-B BINDING PROTEIN 2 PRECURSOR (LHCII TYPE I 

CAB-2) (LHCP) >gi_82461_pir S03706 chlorophyll a/b-binding 

protein 2R precursor - rice >gi_20182__emb_CAA32109_ 
(X13909) chlorophyll a/b-binding preprotein (AA -28 to 235) 
[Oryza sativa] 

402505 

LIB3431-053-P1-N1-F2 

BLASTX 

g3036949 

254 

l.Oe-21 

49 

98 

(AB012638) light harvesting chlorophyll a/b-binding protein 
[Nicotiana sylvestris] 

402506 

LIB3431-053-P1-N1-F3 

BLASTX 

gl34034 

250 

3,0e-21 

87 

56 

30S RIBOSOMAL PROTEIN S30, CHLOROPLAST PRECURSOR (CS-S5) 
(CSS) {S22) (RIBOSOMAL PROTEIN 1) (PSRP-1) 

>gi_279640_pir R3SPS5 ribosomai protein CS-S22 precursor, 

chloroplast - spinach >gi_12316_emb__CAA41960_ (X59270) 
chloroplast ribosomai protein S22 [Spinacia oleracea] 
>gi_18031_emb_CAA33403_ {X15344) spinach S22 r-protein 
[Spinacia oleracea] 



Seq. No. 


402507 


Seq. ID 


LIB3431-053-P1-N1-F4 


Method 


BLASTN 


NCBI GI 


g483443 


BLAST score 


79 


E value 


3.0e-36 


Match length 


154 


% identity 


90 


NCBI Description 


Z.mays IBP2 itiRNA for initiator- 


Seq. No. 


402508 


Seq. ID 


LIB3431-053-P1-N1-F5 


Method 


BLASTX 


NCBI GI 


g671740 


BLAST score 


294 


E value 


2.0e-26 


Match length 


56 


% identity 


100 


NCBI Description 


(X84730) ribulose-bisphosphate 




construct] 


Seq, No. 


402509 


Seq. ID 


LIB3431-053-P1-N1-F6 
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Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g6063542 

198 

7.0e-16 

45 

98 

(AP000615) EST C74302 (E30840 ) corresponds to a region of 
the predicted gene.; similar to glyceraldehyde-3-phosphate 
dehydrogenase. {M64118) [Oryza sativa] 



402510 

LIB3431-053-P1-N1 

BLASTN 

g4835587 

154 

6.0e-81 

166 

99 

Oryza sativa 0NIT4 
complete cds 



F8 



mRNA for nitrilase-like protein. 



402511 

LIB3431-053-P1-N1-F9 

BLASTX 

g733454 

240 

2.0e-37 

90 

92 

(U23188) chlorophyll a/b-binding apoprotein CP26 precursor 
[Zea mays] 



Seq. No, 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402512 

LIB3431-053-P1-N1-G1 

BLASTX 

g3047064 

374 

9.0e-36 

90 
73 

(AF058825) contains similarity to peptidyl -prolyl cis-trans 
isomerase {Pfam: pro_isomerase . hmm, score: 23.86 and 28.41 
[Arabidopsis thaliana] 

402513 

LIB3431-053-P1-N1-G10 

BLASTX 

gl32105 

156 

l.Oe-16 

47 

88 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68 0 94_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
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carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 



Seq. No. 402514 

Seq, ID LIB3431-053-P1-N1-G11 

- Method BLASTX 

NCBI GI g671740 

BLAST score 443 

E value 7,0e-44 

Matcli length 86 

% identity 94 

NCBI Description (X84730) ribulose-bisphosphate carboxylase [synthetic 
construct] 

Seq. No. 402515 

Seq. ID LIB3431-053-P1-N1-G12 

Method BLASTX 

NCBI GI g5107149 

BLAST score 309 

E value 4,0e-28 

Match length 84 

% identity 75 

NCBI Description {AF150080) small zinc finger-lilce protein [Oryza sativa] 

Seq. No. 402516 

Seq. ID LIB3431-053-P1-N1-G2 

Method BLASTN 

NCBI GI g20262 

BLAST score 147 

E value 9.0e-77 

Match length 174 

% identity 97 

NCBI Description 0. sativa light-induced mRNA 

Seq. No, 402517 

Seq. ID LIB3431-053-P1-N1-G3 

Method BLASTX 

NCBI GI g3510256 

BLAST score 266 

E value 4.0e-23 

Match length 89 

% identity 56 

NCBI Description {AC005310) unknown protein [Arabidopsis thaliana] 

Seq. No. 402518 

Seq. ID LIB3431-053-P1-N1-G4 

Method BLASTX 

NCBI GI g347451 

BLAST score 207 

E value 2.0e-16 

Match length 48 

% identity 88 

NCBI Description {L22155) ribulose 1, 5-bisphosphate carboxylase [Oryza 
sativa] 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402519 

LIB3431-053-P1-N1-G5 

BLASTX 

g4530591 

483 

2.0e-48 

116 

74 

(AF132475) heme oxygenase 1 [Arabidopsis thaiiana] 
>gi_4530593_gb_AAD22108.1_ (AF132476) heme oxygenase 1 
[Arabidopsis thaiiana] >gi_4877362_dbj_BAA77758 , 1_ 
{AB021857) plastid heme oxygenase [Arabidopsis thaiiana] 
>gi_4877397_dbj_BAA77759.1_ (AB021858) plastid heme 
oxygenase [Arabidopsis thaiiana] >gi_4883666__gb_AAB95301 . 
(AC003105) heme oxygenase 1 (HOI) [Arabidopsis thaiiana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402520 

LIB3431-053-P1-N1-G9 

BLASTX 

gll5813 

257 

2,0e-35 

95 

83 

CHLOROPHYLL A-B BINDING PROTEIN 8 PRECURSOR (LHCI TYPE III 
CAB-8) >gi_19182_emb_CAA33330_ (X15258) Type III 
chlorophyll a/b-binding protein [Lycopersicon esculentum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402521 

LIB3431-053-P1-N1-H10 

BLASTX 

g671740 

486 

7.0e-49 

88 

100 

(X84730) ribulose-bisphosphate carboxylase [synthetic 
construct] 



Seq. No- 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402522 

LIB3431-053-P1-N1-H12 

BLASTX 

g2384956 

275 

l.Oe-25 

149 

43 

{AF022985) 
elegans] 



No definition line found [Caenorhabditis 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



402523 

LIB3431-053-P1-N1-H2 

BLASTX 

g733454 

310 

6.0e-45 
102 
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% identity 

NCBI Description 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



94 

(U23188) chlorophyll a/b-binding apoprotein CP26 precursor 
[Zea mays] 

402524 

LIB3431-053-P1-N1-H5 

BLASTX 

gl31225 

318 

3.0e-37 

101 

81 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT XI PRECURSOR (SUBUNIT 

V) (PSI-L) >gi_100605_pir ^A39759 photosystem I 18K protein 

precursor - barley >gi_167087 (M61146) photosystem I 
hydrophobic protein [Hordeum vulgare] 

402525 

LIB3431-053-P1-N1-H6 

BLASTX 

g2499417 

327 

2.0e-30 

78 

79 

GLYCINE CLEAVAGE SYSTEM H PROTEIN PRECURSOR 

>gi_1085826_pir S49248 H-protein - Flaveria anomala 

>gi_547558_emb_CAA85761__ (Z37524) H-protein [Flaveria 
anomala] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402526 

LIB3431-053-P1-N1-H7 

BLASTX 

g5442410 

157 

l.Oe-15 

109 

43 

(AF159254) ascorbate peroxidase [Zantedeschia aethiopica] 
402527 

LIB3431-053-P1-N1-H8 

BLASTX 

gl32081 

170 

2,0e-15 

53 

84 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

{RUBISCO SMALL SUBUNIT) >gi_68093_pir RKRZS 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - rice >gi_20341_emb_CAA30393_ (X07515) ribulose 
bisphosphate carboxylase [Oryza sativa] 



Seq. No. 
Seq. ID 
Method 



402528 

LIB3431-053-P1-N1-H9 
BLASTN 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3789951 
102 

6.0e-50 

212 

87 

Oryza sativa chlorophyll a/b-binding protein presursor 
(Cab27) mRNA, nuclear gene encoding chloroplast protein, 
complete cds 

402529 

LIB3431-054-P1-K1-A10 

BLASTX 

g3913426 

784 

8.0e-84 

164 

87 

S-ADENOSYLMETHIONINE DECARBOXYLASE PROENZYME (ADOMETDC) 
(SAMDC) >gi_1532048__emb_CAA69074_ (Y07766) 
S-adenosylmethionine decarboxylase [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402530 

LIB3431-054-P1-K1-A12 

BLASTX 

gl00880 

282 

2.0e-25 

86 

71 

glyceraldehyde-3-phosphate dehydrogenase (NADP+) 
(phosphorylating) (EC 1,2.1.13) A, chloroplast - maize 

402531 

LIB3431-054-P1-K1-A3 

BLASTX 

gll73347 

591 

2.0e-61 

115 

93 

SED0HEPTUL0SE-1,7-BISPH0SPHATASE, CHLOROPLAST PRECURSOR 
(SEDOHEPTULOSE-BISPHOSPHATASE) (SBPASE) (SED (1, 7 ) P2ASE) 

>gi_100803__pir S23452 sedoheptulose-bisphosphatase (EC 

3.1.3.37) precursor - wheat >gi_14265_emb_CAA46507_ 
{X65540) sedoheptulose-1, 7-bisphosphatase [Triticxm 

aestivum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402532 

LIB3431-054--P1-K1-A4 

BLASTN 

g3241924 

45 

5.0e-16 

185 

81 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MNC6, complete sequence 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402533 

LIB3431-054-P1-K1-A8 
BLASTX 
g320618 
373 

7.0e-36 
91 
78 

chlorophyll a/b-binding protein I 
>gi_218172_dbj_BAA00536_ {D006411 
chlorophyll a/b-binding protein [Oryza sativa] 

>gi__227 611_prf 1707316A chlorophyll a/b binding protein 1 

[Oryza sativa] 



precursor - rice 

type I light-harvesting 



beq, NO* 




Seq. ID 


LIB3431-054-P1-K1-B10 


Method 


BLASTX 


NCBI GI 


g4972093 


BLAST score 


466 


E value 


l.Oe-46 


Match length 


125 


% identity 


70 


NCBI Description 


(AL0784 68) putative protein 


Seq. No. 


402535 


Seq. ID 


LIB3431-054-P1-K1-B11 


Method 


BLASTX 


NCBI GI 


g2072555 


BLAST score 


237 


E value 


l.Oe-19 


Match length 


44 


% identity 


100 


NCBI Description 


(AF001396) metallothionein- 




>gi_6 10344 l_gb_AAF0 3 6 0 3 , 1_ 




protein [Oryza sativa] 


Seq. No, 


402536 


Seq. ID 


LIB3431-054-P1-K1-B12 


Method 


BLASTX 


NCBI GI 


gl32105 


BLAST score 


717 


E value 


6.0e-76 


Match length 


152 


% identity 


89 



(AF147786) metallothionein-like 



NCBI Description 



RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

{RUBISCO SMALL SOBUNIT C) >gi_680 94_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi___2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 



Seq. No. 
Seq. ID 



402537 

LIB3431-054-P1-K1-B2 
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Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g2435519 

388 

2.0e-37 

117 

64 

(AF024504) similar to mouse MEM3 (GB:U47024 and S. 
cerevisiae vacuolar sorting protein 35 (SW;P34110) 
[Arabidopsis thaliana] 

402538 

LIB3431-054-P1-K1-B3 

BLASTX 

g461812 

245 

l.Oe-20 

94 

45 

CYTOCHROME P450 72A1 (CYPLXXII) (PROBABLE 
GERANIOL-IO-HYDROXYLASE) (GEIOH) >gi_167484 (LlOOBl) 
Cytochrome P-450 protein [Catharanthus roseus] 

>gi_445604_prf 1909351A cytochrome P450 [Catharanthus 

roseus] 



Seq. No. 


402539 


Seq. ID 


LIB3431-054-P1-K1-B4 


Method 


BLASTX 


NCBI GI 


g3126854 


BLAST score 


629 


E value 


9.0e-66 


Match length 


126 


% identity 


94 


NCBI Description 


{AF061577) chlorophyll a/b binding prot^ 


Seq. No. 


402540 


Seq. ID 


LIB3431-054-P1-K1-B6 


Method 


BLASTX 


NCBI GI 


g2894534 


BLAST score 


561 


E value 


8.0e-58 


Match length 


124 


% identity 


88 ^ 


NCBI Description 


(AJ224327) aquaporin [Oryza sativa] 


Seq. No. 


402541 


Seq. ID 


LIB3431-054-P1-K1-B7 


Method 


BLASTX 


NCBI GI 


g3024871 


BLAST score 


216 


E value 


3.0e-17 


Match length 


160 


% identity 


34 


NCBI Description 


HYPOTHETICAL 77.3 KD PROTEIN SLL0005 




>gi_1001579_dbj_BAA10206_ {D64000) ABCl' 




sp.] 



Seq. No, 



402542 
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Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NGBI Description 



LIB3431-054-P1-K1-B8 

BLASTX 

g3913018 

681 

6.0e-72 

136 

99 

FRUCTOSE-BISPHOSPHATE ALDOLASE, 
(ALDP) >gi_218155_dbj_BAA02730_ 
aldolase [Oryza sativa] 



CHLOROPLAST PRECURSOR 
(D13513) chloroplastic 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402543 

LIB3431-054-P1-K1-B9 

BLASTX 

g3789954 

336 

2,0e-31 

63 

98 

(AF094776) chlorophyll a/b-binding protein precursor [Oryza 
sativa] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402544 

LIB3431-054-P1-K1-C1 

BLASTX . 

gl67097 

151 

l.Oe-21 

64 

84 

{M55449) ribulose 1, 5-bisphosphate carboxylase activase 
[Hordeum vulgare] 



Seq. No. 


402545 


Seq. ID 


LIB3431-054-P1-K1-C10 


Method 


BLASTX 


NCBI GI 


gl653935 


BLAST score 


182 


E value 


3.0e-13 


Match length 


64 


% identity 


56 


NCBI Description 


{D90917) hypothetical prot< 


Seq. No. 


402546 


Seq. ID 


LIB3431-054-P1-K1-C11 


Method 


BLASTX 


NCBI GI 


g2651310 


BLAST score 


375 


E value 


7.0e--36 


Match length 


148 


% identity 


53 


NCBI Description 


(AC002336) putative PTR2-B 




thaliana] 


Seq. No. 


402547 


Seq. ID 


LIB3431-054-P1-K1-C12 


Method 


BLASTX 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



g3927827 
195 

7.0e-15 

115 

42 

(AC005727] 
thaliana] 



osmotin-like protein precursor [Arabidopsis 



402548 

LIB3431-054-P1-K1-C2 

BLASTX 

g2306981 

441 

9.0e-44 

125 
74 

{AF010321) photosystem I antenna protein [Gryza sativa] 
402549 

LIB3431-054-P1-K1-C3 

BLASTX 

g417260 

421 

2.0e-41 

128 

66 

LIGHT REGULATED PROTEIN PRECURSOR >gi_422003_pir S33632 

lirl protein - rice >gi_202 63_einb_CAA4 8706_ {X68807) 
light-regulated gene [Oryza sativa] 



402550 

LIB3431-054-P1-K1-C4 

BLASTN 

g3885891 

245 

l.Oe-135 

245 

100 

Oryza sativa photosystem-1 
mRNA, complete cds 



F subunit precursor (PSI-F) 



402551 

LIB3431-054-P1-K1-C5 

BLASTX 

g2832672 

160 

l.Oe-10 

33 

97 

(AL021712) nifU-like protein [Arabidopsis thaliana] 
402552 

LIB3431-054-P1-K1-C6 

BLASTN 

gl835730 

120 

5.0e-61 
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Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NGBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



176 
92 

Oryza sativa photosystem II 10 kDa polypeptide mRMA, 
complete cds 

402553 

LIB3431-054-P1-K1-C7 

BLASTX 

g2924520 

609 

3.0e-63 

159 

72 

(AL022023) plasma membrane intrinsic protein (SIMIP) 
[Arabidopsis thaliana] 



Cq/-t "Kin 


1 U ^ »J -J T 


Seq. ID 


LIB3431-054-P1-K1-C8 


Method 


BLASTX 


NCBI GI 


g3789954 


BLAST score 


628 


E value 


l.Oe-65 


Match length 


159 


% identity 


75 


NCBI Description 


{AF09477 6) chlorophyll a/b-] 




sativa] 


Seq. No. 


402555 


Seq. ID 


LIB3431-054-P1-K1-C9 


Method 


BLASTX 


NCBI GI 


g2072555 


BLAST score 


237 


E value 


l.Oe-19 


Match length 


44 


% identity 


100 


NCBI Description 


{AF001396) metallothionein- 




>gi_6103441_gb_AAF03603 . 1_ 




protein [Oryza sativa] 


Seq. No. 


402556 


Seq. ID 


LIB3431-054-P1-K1-D1 - 


Method 


BLASTN 


NCBI GI 


g2677829 


BLAST score 


133 


E value 


2.0e-68 


Match length 


341 


% identity 


85 


NCBI Description 


Prunus armeniaca ribosomal 


Seq. No. 


402557 


Seq. ID 


LIB3431-054-P1-K1-D10 


Method 


BLASTX 


NCBI GI 


gl778095 


BLAST score 


452 


E value 


4.0e-45 


Match length 


122 


% identity 


71 



[Oryza 



metallothionein-like 
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NCBI Description (U64903) putative sugar transporter; member of major 

facilitative superfamily; integral membrane protein [Beta 
vulgaris] 



Seq. No. 


402558 


Seq. ID 


LIB3431-054-P1-K1-D2 


Method 


BLASTN 


NCBI GI 


g4138289 


BLAST score 


192 


E value 


l.Oe-104 


Match length 


251 


% identity 


94 


NCBI Description 


Oryza sativa mRNA for thioredoxin M 


Seq, No. 


402559 


Seq. ID 


LIB3431-054-P1-K1-D3 


Lie L.X1WV_1 




NCBI GI 


gll5796 


BLAST score 


571 


E value 


l.Oe-64 


Match length 


127 


% identity 


98 


NCBI Description 


CHLOROPHYLL A-B BINDING PROTEIN PRECURSOR (LHCII TYPE I 


CAB) (LHCP) >gi_218174_dbj_BAA00537_ (D00642) type II 




light-harvesting chlorophyll a/b-binding protein [Oryza 




sativa] 


Seq. No. 


402560 


Seq. ID 


LIB3431-054-P1-K1-D4 


Method 


BLASTX 


NCBI GI 


g3075488 


BLAST score 


518 


E value 


l.Oe-52 


Match length 


117 


% identity 


85 


NCBI Description 


(AF058796) chlorophyll a/b-binding protein [Oryza sativa] 


Seq. No. 


402561 


Seq. ID 


LIB3431-054-P1-K1-D5 


Method 


BLASTX 


NCBI GI 


g3789948 


BLAST score 


709 


E value 


5.0e-75 


Match length 


149 


% identity 


91 


NCBI Description 


(AF094773) translation initiation factor 5A [Oryza sativa] 


Seq. No. 


402562 


Seq, ID 


LIB3431-054-P1-K1-D7 


Method 


BLASTX 


NCBI GI 


g4239845 


BLAST score 


205 


E value 


6.0e-16 


Match length 


113 


% identity 


42 


NCBI Description 


{AB015855) transcription factor TEIL [Nicotiana tabacum] 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402563 

LIB3431-054-P1-K1-D8 

BLASTX 

g2191138 

152 

8.0e-10 

108 
41 

(AF007269) 
thaliana] 



A IG0G2N01.18 gene product [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402564 

LIB3431-054-P1-K1-D9 

BLASTX 

g3776005 

746 

2.0e-79 

163 
89 

{AJ010466) RNA helicase [Arabidopsis thaliana] 
402565 

LIB3431-054-P1-K1-E2 

BLASTX 

g4205079 

436 

4,0e-43 

154 

55 

{U70425) ankyrin repeat-containing protein 2 [Arabidopsis 
thaliana] 

402566 

LIB3431-054-P1-K1-E3 

BLASTX 

g320618 

380 

7.0e-37 

96 

84 

chlorophyll a/b-binding protein I 
>gi__218172_dbj__BAA00536_ (D00641) 
chlorophyll a/b-binding protein [Oryza sativa] 

>gi_227611__prf 1707316A chlorophyll a/b binding protein 1 

[Oryza sativa] 

402567 

LIB3431-054-P1-K1-E4 

BLASTX 

gl928981 

337 

l.Oe-31 

107 

59 

(U92651) tonoplast intrinsic protein bobTIP26-l [Brassica 
oleracea var. botrytis] 



precursor - rice 
type I light-harvesting 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402568 

LIB3431-054-P1-K1-E5 

BLASTX 

g2072555 

237 

l.Oe-19 

44 

100 

(AF001396) metallothionein-like protein [Oryza sativa] 
>gi_6103441_gb_AAF03603.1_ {AF147786) metallothionein-like 
protein [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402569 

LIB3431-054-P1-K1-E7 

BLASTX 

g3075488 

749 

l.Oe-79 

143 

100 

{AF058796) chlorophyll a/b-binding protein [Oryza sativa] 
402570 

LIB3431-054-P1-K1-F11 

BLASTX 

g2760834 

422 

2.0e-41 

122 

67 

(AC003105) putative nitrate transporter [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402571 

LIB3431-054-P1-K1-F12 

BLASTX 

g2072555 

237 

9.0e-20 

44 

100 

(AF001396) metallothionein-like protein [Oryza sativa] 
>gi_6103441_gb_AAF03603.1__ (AF147786) metallothionein-like 
protein [Oryza sativa] 

402572 

LIB3431-054-P1-K1-F2 

BLASTX 

g2407281 

632 

4.0e-66 

121 

98 

{AF017363) ribulose 1, 5-bisphosphate carboxylase small 
subunit [Oryza sativa] 



Seq. No. 



402573 
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Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



II 



LIB3431-054-P1-K1-F3 

BLASTX 

gll5815 

454 

l.Oe-45 

84 
99 

CHLOROPHYLL A-B BINDING PROTEIN M9 PRECURSOR (LHCII TYPE I 

CAB-M9) (LHCP) >gi_100866_pir S13098 chlorophyll 

a/b-binding protein precursor - maize 
>gi_22355_emb_CAA39376__ {X55892) light-harvesting 
chlorophyll a/b binding protein [Zea mays] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402574 

LIB3431-054-P1-K1-F4 

BLASTX 

g3345477 

404 

2.0e-39 

127 

64 

(AB016283) carbonic anhydrase [Oryza sativa] 
402575 

LIB3431-054-P1-K1-F7 

BLASTX 

g417260 

421 

3.0e-41 

128 

66 

LIGHT REGULATED PROTEIN PRECURSOR >gi_422003_pir S33632 

lirl protein - rice >gi_20263_emb_CAA48706_ {X68807) 
light-regulated gene [Oryza sativa] 

402576 

LIB3431-054-P1-K1-F9 

BLASTX 

g3885886 

710 

3.0e-75 

138 

100 

(AF093631) Rieske Fe-S precursor protein [Oryza sativa] 
402577 

LIB3431-054-P1-K1-G10 

BLASTX 

gl071913 

367 

6.0e-35 

120 

62 

cysteine synthase {EC 4.2.99.8) C precursor, mitochondrial 
- spinach >gi_1066153_dbj_BAA07177_ (D37963) cysteine 
synthase [Spinacia oleracea] 



51718 



Seq. No. 


402578 


Seq. ID 


LIB3431-054-P1-K1-G11 


Method 


BLASTX 


NCBI GI 


g3757521 


BLAST score 


567 


E value 


2, Oe-58 


Match length 


169 


% identity 


58 


NCBI Description 


(AC005167) unknown protein 


Seq* No. 


402579 


Seq. ID 


LIB3431-054-P1-K1-G3 


Method 


BLASTX 


NCBI GI 


g3789954 


BLAST score 


550 


E value 


l.Oe-56 


Match length 


122 


% identity 


93 


NCBI Description 


(AF094776) chlorophyll a/b-] 




sativa] 


Seq. No. 


402580 


Seq. ID 


LIB3431-054-P1-K1-G4 


Method 


BLASTX 


NCBI GI 


gl707657 


BLAST score 


538 


E value 


5.0e-55 


Match length 


167 


% identity 


62 


NCBI Description 


(Z71640) DnaJ homologue [Pi 


Seq. No. 


402581 


Seq. ID 


LIB34 31-054 -P1-K1-G5 


Method 


BLASTX 


NCBI GI 


g2072555 


BLAST score 


237 


E value 


l.Oe-19 


Match length 


44 


% identity 


100 


NCBI Description 


(AF001396) metallothionein- 




>gi_6 10344 l_gb__AAF0 3 6 0 3 . 1_ 




protein [Oryza sativa] 


Seq. No, 


402582 


Seq. ID 


LIB3431-054-P1-K1-G7 


Method 


BLASTX 


NCBI GI 


g729478 


BLAST score 


794 


E value 


5.0e-85 


Match length 


153 


% identity 


98 


NCBI Description 


FERREDOXIN—NADP REDUCTASE, 



[Oryza 



metallothionein-like 



>gi_442481_dbj_BAA04 616_ {D17790) f erredoxin-NADP+ 
reductase [Oryza sativa] >gi_606964 9_dbj_BAA85425 . 1_ 
(AP000616) ESTs AU078647 (E1557) ,C72400 (E1557) correspond to 
a region of the predicted gene.; similar to 
ferredoxin-NADP+ reductase (D177 90) [Oryza sativa] 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402583 

LIB3431-054-P1-K1-H1 

BLASTX 

g3912968 

172 

3.0e-12 

123 

30 

ALPHA-ADAPTIN HOMOLOG >gi_18 9032 9_emb_CAA7 1 991_ (¥11104) 
alpha-adaptin [Drosophila melanogaster] 

402584 

LIB3431-054-P1-K1-H11 

BLASTX 

g629670 

348 

6.0e-33 

94 

68 

hypothetical protein - tomato 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402585 

LIB3431-054-P1-K1-H3 

BLASTX 

g3885894 

398 

7.0e-39 

90 

87 

(AF093635) photosystem- 



1 H subunit G0S5 [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402586 

LIB3431-054-P1-K1-H6 

BLASTX 

g22380 

512 

6.0e-52 

127 

80 

(X59714) CAAT-box DNA binding protein subunit B 
[Zea mays] 



(NF-YB) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402587 

LIB3431-054-P1-K1-H7 
BLASTX 
g320618 
335 

3.0e-32 
88 
83 

chlorophyll a/b-binding protein I 
>gi_218172__dbj_BAA00536_ (D00641) 
chlorophyll a/b-binding protein [Oryza sativa] 

>gi_227611_prf 1707316A chlorophyll a/b binding protein 

[Oryza sativa] 



precursor - rice 
type I light-harvesting 
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Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402588 

LIB3431-054-P1-K1-H9 

BLASTX 

gl32105 

635 

l.Oe-66 

116 

100 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL -CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4,1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
{D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402589 

LIB3431-054-P1-N1-A10 

BLASTX 

g3913426 

300 

2.0e-33 

118 

69 

S-ADENOSYLMETHIONINE DECARBOXYLASE 
(SAMDC) >gi_1532048_emb_CAA69074_ i 
S-adenosylmethionine decarboxylase 



PROENZYME (ADOMETDC) 
Y07766) 

[Oryza sativa] 



Seq, No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402590 

LIB3431-054-P1-N1-A3 

BLASTX 

gll73347 

276 

l.Oe-48 

116 

77 

SED0HEPTUL0SE-1,7-BISPH0SPHATASE, CHLOROPLAST PRECURSOR 
( SEDOHEPTULOSE-BISPHOSPHATASE ) { SBPASE ) ( SED ( 1 , 7 ) P2ASE ) 

>gi_100803_pir S23452 sedoheptulose-bisphosphatase (EC 

3.1,3.37) precursor - wheat >gi_14265_emb_CAA46507_ 
{X65540) sedoheptulose-1, 7-bisphosphatase [Triticum 
aestivum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402591 

LIB3431-054-P1-N1-A5 

BLASTX 

g6093830 

155 

4,0e-10 

37 

81 

PHOTOS YSTEM II CORE COMPLEX PROTEINS PSBY PRECURSOR (L-AME) 
[CONTAINS: PHOTOSYSTEM II PROTEIN PSBY-1; KD PHOTOSYSTEM II 
PROTEIN PSBY-2] >gi_3337435 (AF060198) PsbY precursors- 
putative photosytem II peptide [Spinacia oleracea] 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402592 

LIB3431-054-P1-N1-A6 

BLASTN 

g5091597 

134 

4.0e-69 

225 
27 

Oryza sativa chromosome 1 BAG 10A19I, 



complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402593 

LIB3431-054-P1-N1-A8 

BLASTX 

gll5787 

405 

l.Oe-60 

122 

88 

CHLOROPHYLL A-B BINDING PROTEIN 2 PRECURSOR (LHCII TYPE I 

CAB-2) (LHCP) >gi_82461_pir S03706 chlorophyll a/b-binding 

protein 2R precursor - rice >gi_20182_emb__CAA32109_ 

(X13909) chlorophyll a/b-binding preprotein (AA -28 to 235) 

[Oryza sativa] 



Seq. No. 


402594 


Seq. ID 


LIB3431-054-P1-N1-A9 


Method 


BLASTX 


NCBI GI 


g517500 


BLAST score 


374 


E value 


6.0e-36 


Match length 


90 


% identity 


81 


NCBI Description 


(M87435) precursor of the oxygen evolving complex 17 kDa 




protein [Zea mays] >gi_444338_j5rf 1906386A photosystem : 




0E17 protein [Pisum sativiom] 


Seq. No. 


402595 


Seq. ID 


LIB3431-054-P1-N1-B10 


Method 


BLASTX 


NCBI GI 


g4972093 


BLAST score 


196 


E value 


6.0e-27 


Match length 


96 


% identity 


57 


NCBI Description 


{AL0784 68) putative protein [Arabidopsis thaliana] 


Seq. No. 


402596 


Seq. ID 


LIB3431-054-P1-N1-B11 


Method 


BLASTN 


NCBI GI 


g2072554 


BLAST score 


430 


E value 


0,0e+00 


Match length 


484 


% identity 


98 


NCBI Description 


Oryza sativa metallothionein-like protein mRNA, complete 




cds 
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o6C5* NO. 


ft O J? / 


beq, iu 


1)1 ID 0 4 J 1 U 0 4 r 1 N X 13 1 Z 


Method 


DLlcxO i a 


NCBI GI 


g347451 


BLAST score 


248 


iIj va±ue 


fi * ^1 


Match length 


Aft 


-6 Identity 


1 nn 
lUU 


NCBI Description 


(liZZlOOJ riDUlOSe l/^ JjlopilUopiiaUt; L/cLXiJUA.y xo-oc; iwi^y^a. 




sativa] 


beq. INO. 


41 UZO y 0 


Seq, ID 


LIBo4ol-Uo4-rl-Nl-bz 


Method 


rjT 7\ C nrv 

bliAbiA 


NCBI GI 


-,o /I Q c: 1 Q 

gz4oooiy 


BLAST score 


183 


E value 


3.0e-13 


Match length 


dZ 


^ Identity 


00 


NCBI Description 


vArUZ4ou4j siitiiiar uo niouse iriiijrij ^ vifD . / uz ^ aiiu. o. 




cerevisiae vacuolar soruing pirui-cxii o-j f co'±±±u j 




[Arabidopsis thaliana] 


beq. NO. 


4UZoyy 


beq. lu 


T T n /I 1 — n /I — p 1 — "M 1 — R 
liliDO^Ol uo 4 — r l""iNl DO 


Method 


BLASTX 


NCBI GI 


g404688 


BLAST score 


z4z 


E value 


3 . Oe-zU 


Match length 


by 


% identity 


OO 


NCBI Description 


(Liyu/4) cytocnroine r43U [Latnaranrnus roseusj 


beq. NO. 


4UZ0UU 


Seq. ID 


LIB o4ol — Uo4 — r l-Nl-i34 


Method 


BLASTX 


NCBI GI 


glloouz 


BLAST score 


one 


E value 


A Art 1 

4 . ue-iD 


Match length 


39 


% identity 


97 


Nt^Di uescriprion 




uAb— oDj tiiJiurj -^gi luuoii pir ozio^ f cnioropnyii 




a/b-binding protein (cab— 36) — coxnmon tobacco 




>gi lyoZ/ eiriD L./iH.4iiioo ^aoozjU; cnioiupriyxx a./ sj jjxiiu.-Liiy 




protein [Nicotiana tabacuia] 


Seq. No. 


/t no cm 
4UZ bU 1 


Seq. ID 


lilt5o4ol-U0 4-Fl-JNl-rSO 


Method 


PT Zi QT'V 
JDltfiO i A 


NCBI GI 


g687677 


BLAST score 


221 


E value 


4.0e-18 


Match length 


51 


% identity 


82 


NCBI Description 


(U19925) unknown [Arabidopsis thaliana] 
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Seq, No. 


A no ^do 




beq, lu 


T TT2'^A'51 — HRA— Dl —Ml — 
LilD Ji UO*l r X LNl DO 




Method 


BLASTX 




NCBI GI 


g2696804 




BLAST score 


O 




E value 


3. Oe-52 




Match length 


ITT 

117 




^ laenriLy 






NCBI Description 


(AB009665) water channel protein [Oryza sativa] 




Seq. No. 


A n O A '3 




beq* lU 






Method 


BLASTX 




NCBI GI 


g2407279 




BLAST score 


olo 




E value 


o . Ue-oU 




Match length 


by 




-6 Identity 






NCBI Description 


(AFu173d2) aldolase [Oryza sativaj 




Seq. No. 


yi A o n /I 




beq. ID 


LlD04ol-Ua4— irl-JNi-iiy 




Method 


BLASTX 




NCBI GI 


g3789954 




BLAST score 


328 




E value 


2 . Oe-30 




Match length 


63 




% identity 


95 




NCBI Description 


{AF094776) chlorophyll a/b-binding protein precursor 






sativa] 




Seq. No. 


40zdu5 




Seq. ID 


LIB3 4 31-054 -Pl-Nl-Cl 




Method 


BLASTX 




NCBI GI 


giJzioD 




BLAST score 


156 




E value 


2.0e-10 




Match length 


31 




% identity 


84 




NCBI Description 


RIBULOSE BISPHOSPHATE CARBOXYLASE /OXYGENASE ACTIVASE 






CHLOROPLAST PRECURSOR (RUBISCO ACTIVASE) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



>gi_81660_pir S04048 ribulose-bisphosphate carboxylase 

activase precursor - Arabidopsis thaliana 

>gi_16471_emb_CAA32429_ {X14212) rubisco activase (AA 1 - 
473) [Arabidopsis thaliana] 

402606 

LIB3431-054-P1-N1-C11 

BLASTX 

g2651310 

163 

3.0e-ll 

69 

45 

(AC002336) putative PTR2-B peptide transporter [Arabidopsis 
thaliana] 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402607 

LIB3431-054-P1-N1-C2 

BLASTX 

g551047 

268 

2.0e-23 

52 

96 

{X79277) type II LHCI 




[Lolium temulentum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402608 

LIB3431-054-P1-N1-C3 

BLASTX 

g417260 

288 

l,0e-25 

127 

55 

LIGHT REGULATED PROTEIN PRECURSOR >gi_4220Q3_pir ^333632 

lirl protein - rice >gi_20263_emb_CAA48706_ (X68807) 
light-regulated gene [Oryza sativa] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



402609 
LIB3431-054- 
BLASTN 
g3885891 



P1-N1-C4 



BLAST score 


241 


E value 


l-Oe-133 


Match length 


245 


% identity 


100 


NCBI Description 


Oryza sativa photosystem-1 F subunit precursor 




mRNA, complete cds 


Seq. No. 


402610 


Seq. ID 


LIB3431-054-P1-N1-C5 


Method 


BLASTX 


NCBI GI 


g2832672 


BLAST score 


587 


E value 


l.Oe-60 


Match length 


135 


% identity 


81 


NCBI Description 


(AL021712) nifU-like protein [Arabidopsis thai: 


Seq. No. 


402611 


Seq. ID 


LIB3431-054-P1-N1-C6 


Method 


BLASTX 


NCBI GI 


gl31400 


BLAST score 


284 


E value 


l.Oe-34 


Match length 


130 


% identity 


63 


NCBI Description 


PHOTOSYSTEM II 10 KD POLYPEPTIDE PRECURSOR 



(PSI-F) 



>gi_81471_pir S00409 photosystem II lOK protein precursor 

- spinach >gi_170127 (J03887) lOkd polypeptide precursor 
[Spinacia oleracea] 
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Seq. No. 




beq. lu 


T TR^i^l -nS4-Pl -Ml -r7 


KAr^ ^ r\ ^ 

ixie unou 


■DT ncrpY 


NCBI GI 


g3158476 


BLAST score 


356 


E value 


1 • ue 


Match iengtn 


y D 


% identity 


'7 O 


Nubi uescription 


^ArUD/iooj aquaponn z 


Seq. No. 


4UZd1o 


beq. IJJ 


lilDj^Ol UZJ^ tl INX V^O 


Method 


BLAbiX 


NCBl bi 


gj / o y yo 4 


BLAST score 


o4 1 


E value 


8.0e-32 


Match length 


118 


% identity 


62 


NCBI Description 


(AF094776) chlorophyll 




sativa] 



[Samanea saman] 



[Oryza 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402614 

LIB3431-054-P1-N1-C9 

BLASTN 

g2072554 

440 

O.Oe+00 

483 

98 

Oryza sativa metallothionein-like protein mRNA, complete 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402615 

LIB3431-054-P1-N1-D1 

BLASTX 

g4371282 

541 

3.0e-55 

119 

87 

{AC006260) putative 60S ribosomal protein L12 [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402616 

LIB3431-054-P1-N1-D3 

BLASTX 

g3126854 

296 

5.0e-53 

108 

99 

{AF061577) chlorophyll a/b binding protein [Oryza sativa] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



402617 

LIB3431-054-P1-N1-D4 

BLASTX 

g3075488 



51726 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



525 

2.0e-53 

111 

91 

{AF058796) chlorophyll a/b-binding protein [Oryza sativa] 
402618 

LIB3431-054-P1-N1-D5 

BLASTX 

gl24226 

385 

9.0e-59 

127 

92 

INITIATION FACTOR 5A-2 {EIF-5A) (EIF-4D) 

>gi_100278_pir S21059 translation initiation factor 

eIF-5A,2 - curled-leaved tobacco >gi_19702_einb_CAA45104_ 
(X63542) eukaryotic initiation factor 5A (2) [Nicotiana 
plumbaginifolia] 

402619 

LIB3431-054-P1-N1-D8 

BLASTX 

g2191138 

241 

l.Oe-21 

92 

64 

(AF007269) A_IG002N01 . 18 gene product [Arabidopsis 
thaliana] 

402620 

LIB3431-054-P1-N1-E11 

BLASTX 

g6093830 

160 

7.0e-ll 

62 

31 

PHOTOSYSTEM II CORE COMPLEX PROTEINS PSBY PRECURSOR (L-AME) 
[CONTAINS: PHOTOSYSTEM II PROTEIN PSBY-1; KD PHOTOSYSTEM II 
PROTEIN PSBY-2] >gi_3337435 (AF060198) PsbY precursors- 
putative photosytem II peptide [Spinacia oleracea] 

402621 

LIB3431-054-P1-N1-E2 

BLASTN 

g3819352 

58 

9.0e-24 

82 

93 

Hordeum vulgare genomic DNA fragment; clone MWG0813.rev 
402622 

LIB3431-054-P1-N1-E3 
BLASTX 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gll5787 
356 

3.0e-61 

123 

100 

CHLOROPHYLL A-B BINDING PROTEIN 2 PRECURSOR (LHCII TYPE I 

CAB-2) (LHCP) >gi_82461_pir S03706 chlorophyll a/b-binding 

protein 2R precursor - rice >gi_20182_einb_CAA32109_ 
{X13909) chlorophyll a/b-binding preprotein (AA -28 to 235) 
[Oryza sativa] 

402623 

LIB3431-054-P1-N1-E4 

BLASTX 

g3695375 

288 

7.0e-26 

67 

73 

(AF096370) contains similarity to the major intrinsic 
protein domain (Pfam: PF00230 MIP, E-value : 5.7e-lll) 
[Arabidopsis thaliana] 



Seq. No. 


402624 


Seq. ID 


LIB3431-054-P1-N1-E5 


Method 


BLASTX 


NCBI GI 


g2072555 


BLAST score 


237 


E value 


l.Oe-19 


Match length 


44 


% identity 


100 


NCBI Description 


{AF001396) metallothionein- 




>gi_6 10344 l_gb_AAFO 3 6 0 3 . 1_ 




protein [Oryza sativa] 


Seq. No. 


402625 


Seq. ID 


LIB3431-054-P1-N1-E6 


Method 


BLASTX 


NCBI GI 


gl835731 


BLAST score 


424 


E value 


l.Oe-55 


Match length 


126 


% identity 


86 


NCBI Description 


(U86018) photosystem II 10 


Seq. No, 


402626 


Seq. ID 


LIB3431-054-P1-N1-E7 


Method 


BLASTX 


NCBI GI 


g4741954 


BLAST score 


296 


E value 


2.0e-49 


Match length 


111 


% identity 


80 


NCBI Description 


(AF134127) Lhcb4.2 protein 


Seq. No. 


402627 


Seq. ID 


LIB3431-054-P1-N1-F12 



metallothionein-like 



51728 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g2072555 

222 

6.0e-18 

41 

100 

(AF001396) metallothionein-like protein [Oryza sativa] 
>gi_6103441_gb_AAF03603.1_ (AF147786) metallothionein-like 
protein [Oryza sativa] 

402628 

LIB3431-054-P1-N1-F2 

BLASTX 

gl32105 

396 

l.Oe-38 

74 

96 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_db j_BAA00538__ 
{D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402629 

LIB3431-054-P1-N1-F3 

BLASTX 

gll5787 

332 

6.0e-55 

115 

97 

CHLOROPHYLL A-B BINDING PROTEIN 2 PRECURSOR (LHCII TYPE I 

CAB-2) (LHCP) >gi_82461_pir S03706 chlorophyll a/b-binding 

protein 2R precursor - rice >gi__20182_emb_CAA32109_ ' ^ ' ' 
(X13909) chlorophyll a/b-binding preprotein (AA -28 to 235) 
[Oryza sativa] 

402630 

LIB3431-054-P1-N1-F4 

BLASTX 

g606817 

182 

3.0e-28 

69 

78 

{U08404) carbonic anhydrase [Oryza 
>gi_5 917 7 8 3_gb_AAD5 603 8 . 1_AF1 8 2 8 0 6_ 
anhydrase 3 [Oryza sativa] 



sativa] 

1 {AF182806) 



carbonic 



Seq. No. 
Seq. ID 
Method 



402631 

LIB3431-054-P1-N1-F6 
BLASTX 



51729 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl32105 
747 

2.0e-79 

158 

89 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

{RUBISCO SMALL SUBUNIT C) >gi_68 094__pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4,1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
{D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402632 

LIB3431-054-P1-N1-F7 

BLASTN 

g20262 

361 

O.Oe+00 

361 

100 

O. sativa light-induced mRNA 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402633 

LIB3431-054-P1-N1-F8 

BLASTX 

g4982480 

184 

2.0e-13 

43 

74 

(AF069441) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402634 

LIB3431-054-P1-N1-F9 

BLASTX 

g3885886 

219 

5,0e-33 

67 

85 

(AF093631) Rieske Fe-S precursor protein [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402635 

LIB3431-054-P1-N1-G1 

BLASTN 

g218209 

116 

l.Oe-58 

211 

96 

Oryza sativa mRNA for the small subunit of 

ribulose-1, 5-bisphosphate carboxylase, complete cds, clone 

POSSS2106 



51730 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402636 

LIB3431-054-P1-N1-G10 
BLASTX 
g2118307 
166 

4.0e-24 
91 
55 

cysteine synthase (EC 4 
>gi_8 0495 0_emb_CAA5 8893^ 
[Arabidopsis thaliana] >gi_1096196_prf 
thiol lyase [Arabidopsis thaliana] 



2.99.8) 3A - Arabidopsis thaliana 
{X84097) cysteine synthase 

2111276A Ser(Ac) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402637 

LIB3431-054-P1-N1-G5 

BLASTX 

g2072555 

230 

7.0e-19 

44 

98 

{AF001396) metallothionein-like protein [Oryza sativa] 
>gi_6103441_gb_AAF03603.1_ (AF147786) metallothionein-like 
protein [Oryza sativa] 

402638 

LIB3431-054-P1-N1-G6 

BLASTX 

g6015059 

320 

9.0e-51 

104 

97 

ELONGATION FACTOR 1-ALPHA (EF-l-ALPHA) >gi_2996096 
{AF030517) translation elongation factor-1 alpha; EF-1 
alpha [Oryza sativa] 

402639 

LIB3431-054-P1-N1-G7 

BLASTX 

g729478 

429 

l,0e-73 

152 

93 

FERREDOXIN—NADP REDUCTASE, LEAF ISOZYME PRECURSOR (FNR) 
>gi_442481_dbj_BAA04616__ (D17790) f erredoxin-NADP-f 
reductase [Oryza sativa] >gi_6069649_dbj_BAA85425 . 1_ 
{AP000616) ESTs AU078647 {E1557) , C72400 (E1557) correspond to 
a region of the predicted gene.; similar to 
ferredoxin-NADP+ reductase {D177 90) [Oryza sativa] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



402640 

LIB3431-054-P1-N1-H3 

BLASTX 

g3885894 

253 



51731 



E value 
Match length 
% identity 
NGBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



9.0e-22 

64 

80 

{AF093635) photosystem-1 H subunit G0S5 [Oryza sativa] 
402641 

LIB3431-054-P1-N1-H4 

BLASTX 

gll5802 

191 

l.Oe-14 

37 

97 

CHLOROPHYLL A-B BINDING PROTEIN 36 PRECURSOR [LHCII TYPE I 

CAB-36) (LHCP) >gi_100311_pir S21827 chlorophyll 

a/b-binding protein {cab-36) - common tobacco 
>gi_19827_emb_CAA41188__ {X58230) chlorophyll a/b binding 
protein [Nicotiana tabacum] 

402642 

LIB3431-054-P1-N1-H6 

BLASTX 

gll5840 

322 

l.Oe-29 

81 
75 

CCAAT-BINDING TRANSCRIPTION FACTOR SUBUNIT A (CBF-A) (NF-Y 
PROTEIN CHAIN B) (NF-YB) (CAAT-BOX DNA BINDING PROTEIN 
SUBUNIT B) 

402643 

LIB3431-054-P1-N1-H7 

BLASTX 

gll5787 

410 

2,0e-70 

144 

96 

CHLOROPHYLL A-B BINDING PROTEIN 2 PRECURSOR (LHCII TYPE I 

CAB-2) (LHCP) >gi_82461_pir S03706 chlorophyll a/b-binding 

protein 2R precursor - rice >gi_20182_einb_CAA32109__ 

(X13909) chlorophyll a/b-binding preprotein (AA -28 to 235) 

[Oryza sativa] 

402644 

LIB3431-054-P1-N1-H8 

BLASTX 

g517500 

389 

7.0e-49 

126 

83 

(M87435) precursor of the oxygen evolving complex 17 kDa 

protein [Zea mays] >gi_444338_prf 1906386A photosystem II 

0E17 protein [Pisum sativum] 



51732 



€1 



Seq, No. 


402645 


Seq. ID 


LXBo4 0l — UOO — Jr 1— INl— HI 


Method 


T-jT 7\ c m V 

BLAblA 


NCBI GI 


gl644427 


BLAST score 


248 


E value 


3 . Oe-21 


Match length 


59 


% identity 


78 


NCBI Description 


(U74610) glyoxalase II [Arabidopsis thaliana] 


Seq. No. 


402646 


Seq. ID 


LIBo4ol-*Uo3-Fl-Ni-Ail 


Method 


BLASTX 


NCBI GI 


g517500 


BLAST score 


360 


E value 


3.0e-34 


Match length 


87 


% identity 


80 


NCBI Description 


{M87435) precursor of the oxygen evolving complex 




protein [Zea mays] >gi 444338_prf 190638 6A photos 




0E17 protein [Pisum sativum] 


Seq. No. 


402647 


beq. iJJ 


LI DO 4 J X — U 0 O — r 1 — IN X — iiZ 


Method 


BLASTX 


NCBI GI 


gl31225 


BLAST score 


216 


E value 


2,0e-17 


Match length 


56 



% identity 

NCBI Description 



73 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT XI PRECURSOR (SUBUNIT 

V) (PSI-L) >gi_100605_pir ^A39759 photosystem I 18K protein 

precursor - barley >gi_167087 (M61146) photosystem I 
hydrophobic protein [Hordeum vulgare] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402648 

LIB3431-055-P1-N1-A6 

BLASTX 

g693920 

414 

2.0e-40 

80 

97 

(U21113) chlorophyll a/b binding protein 
tuberosum] 



[Solanum 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402649 

LIB3431-055-P1-N1-A7 

BLASTX 

g21699 

317 

3.0e-29 

71 

83 

(X66013) cathepsin B [Triticum aestivum] 



Seq. No. 



402650 



51733 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



II 



LIB3431-055-P1-N1-B1 

BLASTX 

gll68537 

254 

6.0e-22 

46 

100 

ASPARTIC PROTEINASE PRECURSOR >gi_82458_pir JS0732 

aspartic proteinase (EC 3.4.23.-) - rice 
>gi_218143_dbj_BAA02242_ (D12777) aspartic proteinase 
[Oryza sativa] 



Seq. No, 



402651 



Seq. ID 


LIB3431-055-P1-N1-B10 


Method 


BLASTN 


NCBI GI 


g2072554 


BLAST score 


388 


E value 


O.Oe+00 


Match length 


388 


% identity 


100 


NCBI Description 


Oryza sativa metallothionein-like protein itiRNA, 




cds 


Seq. No. 


402652 


Seq. ID 


LIB3431-055-P1-N1-B11 


Method 


BLASTX 


NCBI GI 


gl617197 


BLAST score 


183 


E value 


9.0e-20 


Match length 


71 


% identity 


61 


NCBI Description 


(272488) CP12 [Nicotiana tabacum] 


Seq. No. 


402653 


Seq. ID 


LIB3431-055-P1-N1-B2 


Method 


BLASTX 


NCBI GI 


g3068705 


BLAST score 


203 


E value 


6.0e-16 


Match length 


62 


% identity 


56 


NCBI Description 


(AF049236) unknown [Arabidopsis thaliana] 


Seq. No. 


402654 


SecJ. ID 


LIB3431-055-P1-N1-B3 


Method 


BLASTX 


NCBI GI 


gll73346 


BLAST score 


189 


E value 


l.Oe-28 


Match length 


105 


% identity 


62 


NCBI Description 


SED0HEPTUL0SE-1,7-BISPH0SPHATASE, CHLOROPLAST ] 



(SEDOHEPTULOSE-BISPHOSPHATASE) (SBPASE) (SED { 1, 7 ) P2ASE) 
>gi_515618_einb_CAA52439_ {X74418) 

sedoheptulose-bisphosphatase [Chlamydomonas reinhardtii] 



Seq. No. 



402655 



51734 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3431-055-P1-N1-B5 

BLASTX 

g3738261 

340 

4.0e-50 
122 
89 

{AB018412) 
nigra] 



chloroplast phosphoglycerate kinase [Populus 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402656 

LIB3431-055-P1-N1-B8 

BLASTX 

g347451 

688 

2.0e-72 

131 

96 

(L22155) ribulose 1, 5-bisphosphate carboxylase [Oryza 
sativa] 



Seq. No. 


402657 




Seq. ID 


LIB3431-055 


-Pl-Nl-Cl 


Mp'hhod 


BLASTX 




NCBI GI 


g3126854 




BLAST score 


303 




E value 


4.0e-47 




Match length 


101 




% identity 


91 




NCBI Description 


{AF061577) 


chlorophyll 


Seq. No. 


402658 




Seq. ID 


LIB3431-055 


-Pl-Nl-ClO 


Method 


BLASTX 




NCBI GI 


g3075488 




BLAST score 


200 




E value 


5.0e-30 




Match length 


69 




% identity 


93 




NCBI Description 


{AF058796) 


chlorophyll 


Seq. No. 


402659 




Seq. ID 


LIB3431-055 


-Pl-Nl-Cll 


Method 


BLASTX 




NCBI GI 


g3885886 




BLAST score 


439 




E value 


2,0e-43 




Match length 


79 




% identity 


96 




NCBI Description 


{AF093631) 


Rieske Fe-S 


Seq. No. 


402660 




Seq. ID 


LIB3431-055 


-P1-N1-C2 


Method 


BLASTX 




NCBI GI 


g2570511 




BLAST score 


163 




E value 


3.0e-22 





51735 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



67 
78 

(AF022738) chlorophyll a-b binding protein [Oryza sativa] 
402661 

LIB3431-055-P1-N1-C6 

BLASTX 

g485518 

288 

6.0e-26 

53 

100 

ubiquitin / ribosomal protein CEP52 - rice 
>gi_303857_dbj_BAAG2154__ (D12629) ubiquitin/ ribosomal 
polyprotein [Oryza sativa] 

402662 

LIB3431-055-P1-N1-C7 

BLASTN 

g5714761 

50 

7.0e-19 

78 

91 

Oryza sativa subsp. indica serine/threonine protein 
phosphatase PP2A-4 catalytic subunit (PP2A) gene, complete 
cds 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402663 

LIB3431-055-P1-N1-C8 

BLASTX 

g4115925 

166 

2.0e-15 

67 

64 

(AF118222) contains similarity to RNA recognition motifs 
(Pfam: PF00076, Score=5 . 5e-23, N=2) ^ [Arabidopsis thaliana] 
>gi_4539439_emb_CAB40027.1_ (AL04 9523) RNA-binding protein 
[Arabidopsis thaliana] >gi_4959384_gb_AAD34325 , 1_ 
(AF109721) RNA-binding protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



402664 

LIB3431-055-P1-N1-D11 

BLASTN 

g6016845 

354 

O.Oe+00 

404 

100 

Oryza sativa genomic DNA, chromosome 1, clone: P0711E10 
402665 

LIB3431-055-P1-N1-D2 

BLASTX 

g3789952 

320 



51736 



E value 
Match length 
% identity 
NCBI Description 



2.0e-29 

62 

97 

{AF094775) chlorophyll a/b-binding protein presursor [Oryza 
sativa] 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402666 

LIB3431-055-P1-N1-D5 

BLASTX 

g671740 

541 

3,0e-55 

99 

99 

{X84730) ribulose-bisphosphate carboxylase 
construct] 



[synthetic 



Seq. No. 


402667 


Seq. ID 


LIB3431-055-P1-N1-D7 


Method 


BLASTX 


NCBI GI 


g3861104 


BLAST score 


251 


E value 


3 . Oe-21 


Match length 


117 


% identity 


46 


NCBI Description 


(AJ235272) HEMOLYSIN (tlyA) [Rickettsia prowazeKiiJ 


Seq. No, 


402668 


Seq. ID 


LIB3431-055-P1-N1-D8 


Method 


BLASTX 


NCBI GI 


gll5787 


BLAST score 


368 


E value 


2.0e-63 


Match length 


129 


% identity 


98 


NCBI Description 


CHLOROPHYLL A-B BINDING PROTEIN 2 PRECURSOR (LHCII * 


CAB-2) (LHCP) >gi 82461 pir S03706 chlorophyll a/b- 




protein 2R precursor - rice >gi_20182_emb_CAA32109_ 




(X13909) chlorophyll a/b-binding preprotein (AA -28 




[Oryza sativa] 


Seq. No. 


402669 


Seq. ID 


LIB3431-055-P1-N1-E1 


Method 


BLASTX 


NCBI GI 


g5802955 


BLAST score 


235 


E value 


2.0e-19 


Match length 


58 


% identity 


74 


NCBI Description 


{AF178990) stress related protein [Vitis riparia] 


Seq. No. 


402670 


Seq. ID 


LIB3431-055-P1-N1-E12 


Method 


BLASTX 


NCBI GI 


g2130069 


BLAST score 


320 


E value 


6.0e-45 



51737 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



101 
85 

catalase (EC 1.11.1.6) catA - rice 

>gi_1261858_dbj_BAA06232_ {D29966) catalase [Oryza sativa] 
402671 

LIB3431-055-P1-N1-E2 

BLASTN 

g3789951 

403 

0,0e+00 

480 

96 

Oryza sativa chlorophyll a/b-binding protein presursor 
(Cab27) mRNA, nuclear gene encoding chloroplast protein, 
complete cds 

402672 

LIB3431-055-P1-N1-E3 

BLASTX 

g4507769 

257 

7.0e-37 

98 

74 

ubiquitin-conjugating enzyme E2A (RAD6 homolog) 

>gi_l 35134 6_sp_P4 945 9_UBCA_HUMAN UB I QUIT IN-CON JUGAT I NG 

ENZYME E2-17 KD (UBIQUITIN- PROTEIN LIGASE) (UBIQUITIN 

CARRIER PROTEIN) (HR6A) >gi_108016__pir ^A41222 

\abiquit in-conjugating enzyme HHR6A - human >gi_184044 
(M74524) HHR6A (Human homologue of yeast RAD 6); putative 
[Homo sapiens] 



Seq. No. 


402673 


Seq. ID 


LIB3431-055' 


Method 


BLASTX 


NCBI GI 


g4335763 


BLAST score 


333 


E value 


6.0e-31 


Match length 


122 


% identity 


55 


NCBI Description 


(AC006284) ' 


Seq. No. 


402674 


Seq. ID 


LIB3431-055' 


Method 


BLASTX 


NCBI GI 


g4337175 


BLAST score 


168 


E value 


5.0e-25 


Match length 


114 


% identity 


58 


NCBI Description 


(AC006416) : 




gb T04111, - 




gb R90004, - 




gb AA720210 



-Pl-Nl-FlO 



ESTs gb_T20589, gb_T04648, gb_AA597906^ 
gb_R84180, gb_R65428, gb_T44439, gb_T76570, 
gb_T45020, gb__T42457, gb_T20921, gb_AA042762 and 
come from this gene. [Arabidopsis thaliana] 



Seq. No. 



402675 



51738 



Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



LIB3431-055-P1-N1-F2 

BLASTX 

gll5787 

362 

3.0e-50 

107 

98 

CHLOROPHYLL A-B BINDING PROTEIN 2 PRECURSOR (LHCII TYPE I 

CAB-2) (LHCP) >gi_82461_pir S03706 chlorophyll a/b-binding 

protein 2R precursor - rice >gi_20182_emb_CAA32109_ 
{X13909) chlorophyll a/b-binding preprotein (AA -28 to 235) 
[Oryza sativa] 

402676 

LIB3431-055-P1-N1-F3 

BLASTX 

g2407279 

211 

2.0e-26 

66 

98 

{AF017362) aldolase [Oryza sativa] 
402677 

LIB3431-055-P1-N1-F5 

BLASTX 

gl321661 

427 

5.0e-42 

83 

98 

(D45423) ascorbate peroxidase [Oryza sativa] 
402678 

LIB3431-055-P1-N1-F6 

BLASTX 

g3G36951 

343 

2.0e-61 

122 

98 

(AB012639) light harvesting chlorophyll a/b-binding protein 
[Nicotiana sylvestris] 

402679 

LIB3431-055-P1-N1-F8 

BLASTN 

g2624325 

227 

l.Oe-124 

239 

99 

Oryza sativa mRNA for glycine-rich RNA-binding protein 
(OsGRPl) 

402680 

LIB3431-055-P1-N1-F9 



51739 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g4038663 

163 

8,0e-24 

66 

69 

{AB020929) 



ribulose-1, 5-bisphosphate carboxylase/oxygenase 



small subunit [Aegilops speltoides] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402681 

LIB3431-055-P1-N1-G1 

BLASTX 

g37B9954 

294 

2,0e-26 

89 

56 

(AF094776) chlorophyll a/b-binding protein precursor [Oryza 
sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402682 

LIB3431-G55-P1-N1-G10 

BLASTX 

g3075488 

479 

5.0e-48 

93 

99 

(AF058796) chlorophyll a/b-binding protein [Oryza sativa] 



Seq. No. 


402683 




Seq. ID 


LIB3431-055-P1' 


-Nl-Gll 


Method 


BLASTX 




NCBI GI 


gl617197 




BLAST score 


180 




E value 


3.0e-13 




Match length 


36 




% identity 


92 




NCBI Description 


(Z72488) CP12 


[Nicotiana tabacum] 


Seq. No. 


402684 




Seq. ID 


LIB3431-055-P1' 


-N1-G2 


Method 


BLASTN 




NCBI GI 


g20262 




BLAST score 


169 




E value 


7.0e-90 




Match length 


188 




% identity 


97 




NCBI Description 


0. sativa light- 


-induced itiRNA 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 



402685 

LIB3431-055-P1-N1-G4 

BLASTX 

g3075488 

452 

7.0e-45 
88 
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% identity 


y 0 


iNUoi uescnpLion 


^rlr UO 0 / -? D / oliXux upiiyxx cL/ u jjxiiu.xj,iy pi-ULtsxii LWJ-y^o. oau-Lvcij 


beq. NO. 


4 UZDO D 




TTR^4'^i-nRR-Pi -KI1 -n^ 

J_iXIjO*1*jX UJJ It-L lnX VJJ 




RT A^TY 
rJXj-riO X A 


NCBI GI 


gl617197 


BLAST score 


261 


r* va.xue 


9 Ho— 99 


Match length 


/ X 


% identity 


DD 




\ Li f ^ H O O } ±^ I ViJ^\^\J L.J-CLLLCL U ClJi^ CI O LXILL J 


beq. NO. 




oeq. xu 


XiXDO^OX UOD JTX LNX VJD 




OXrriO 1 A 


NCBI GI 


_-| o 1 O O C 

gloizzo 


bxiAbi score 


n Q 


E value 


•D Hci — 9fi 

o . ue z o 


Match length 


75 


% identity 


79 


inodx uescnpr.xon 




vj [roL Li) -^yx XUUDUO pxx rioy / -jy piiu LUoy o uciLL X xoi\ pj-W(_cx.ii 




precursor oarxey -^gx xo/uo/ ^YioxxyDj pnoLuoyo lcxu x 




nyaropnoDxc proLem Lnorcieuiu vuxyarej 


Seq. No. 


A no CO o 
4Uz DO o 


beq. XU- 


Li±r>OH oX UDO rX — INI (jO 


Method 


BLASxX 


NCBI CjI 


~ri c\n cn O A 


BLAST score 




E value 


l.Oe-31 


Match length 


77 


% identity 


Q Q 
0 O 


NCBI Description 


jjiH^i — DoU/' pnoLOsysTzeiii x anuenna prouexn oarxey 




>qx DDoUo4 eitiD uAiioyu4y tAo4oUoj xiriux — ooU/ pnoLOsysLem x 




annenna prouexn [noraeum vuxyarej 


Seq. No. 


A n o ^ o n 


beq. xu 


Jj1Jdo4 JX UOO JrX— JNX~ljy 


Method 


DXirib X A 


NCBI GI 


gl617197 


BLAST score 


204 


E value 


f . ue— 1 o 


Match length 


A 1 


% identity 


/ y 


jncjdx uescripuion 


/'7'79/1QQ^ PD19 fNl-i r^rx-h nana +• aHar^nm 1 

v^/Z4ooj uirxz [iNxcox-xana LaDacuinj 


Seq. No. 




beq. xU 


ltXbo4^X-UOO-rl— Ml— ni 


Method 




JN^DX oX 


you Doozo 


BLAST score 


117 


E value 


4.0e-59 


Match length 


281 


% identity 


86 


NCBI Description 


Oryza sativa ribulose 1, 5-bisphosphate carboxylase small 
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si±)unit inRNA, complete cds 



Seq. No. 


A no^:Qi 
4Uzo y 1 


Seq. ID 


LIB3431-055-P1-N1-H11 


Method 


BLASTX 


JNUbl \jL 


gouu4io oo 


BLAST score 


o c c 

zoo 


E value 




Match length 


y4 


% identity 


55 


NCBI Description 


(ACuu3d7o) putative protein 


beq* NO. 


4 uz o^z 


Seq. ID 


L1BJ4 Ji-UOO-rl— Nl-nZ 


Method 


BLASTN 


NCBI GI 


g2773153 


BLAST score 


J / 1 


E value 


U . Ue+UU 


Match length 


6 ID 


% identity 


lUU 


NCBI Description 


Oryza sativa abscisic acid- 




(Asrl) inRNA, complete cds 


beq. NO. 


4 UZ D^j 


Seq. ID 


LIB3431-055-P1-N1-H3 


Method 


BLASTX 


NCBI GI 


g548605 


BLAST score 


420 


E value 


4.0e-56 


Match length 


131 


% identity 


91 



NCBI Description 



PHOTOSYSTEM I REACTION CENTRE SUBUNIT X PRECURSOR 
(LIGHT-HARVESTING COMPLEX I 7 KD PROTEIN) (PSI-K) 

>gi_539055__pir A4 8527 photosystem I protein psaK precursor 

- barley >gi_304220 {L12707) photosystem I PSI-K subunit 
[Hordeum vulgare] 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402694 

LIB3431-055-P1-N1-H4 

BLASTX 

gll5813 

432 

l.Oe-42 

104 

81 

CHLOROPHYLL A-B BINDING PROTEIN 8 PRECURSOR (LHCI TYPE III 
CAB-8) >gi__19182_emb_CAA33330_ (X15258) Type III 
chlorophyll a/b-binding protein [Lycopersicon esculentum] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



402695 

LIB3431-055-P1-N1-H5 

BLASTX 

gl32105 

521 

6.0e-53 

99 

97 
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NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 

402696 

LIB3431-055-P1-N1-H6 

BLASTX 

g671740 

458 

l,0e-45 

86 

99 

(X84730) ribulose-bisphosphate carboxylase [synthetic 
construct] , 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402697 

LIB3431-055-P1-N1-H7 

BLASTX 

g4325041 

632 

6.0e-66 

140 

90 

(AF117339) FtsH-like protein Pftf precursor [Nicotiana 
tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



402698 

LIB3431-055-P1-N1-H8 

BLASTX 

g3126854 

251 

l.Oe-29 

69 

100 

(AF061577) chlorophyll a/b binding protein [Oryza sativa] 
402699 

LIB3431-055-P1-N1-H9 

BLASTX 

gl31225 

495 

7.0e-50 

125 

78 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT XI PRECURSOR (SUBUNIT 

V) (PSI-L) >gi_100605_pir ^A39759 photosystem I 18K protein 

precursor - barley >gi_167087 (M61146) photosystem I 
hydrophobic protein [Hordeum vulgare] 

402700 

LIB3431-055-P2-K1-A9 
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Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g3650033 

293 

2.0e-42 

153 

61 

{AC005396) unknown protein [Arabidopsis thaliana] 



Seq* No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402701 

LIB3431-055-P2-K1-B1 

BLASTN 

g218142 

77 

2.0e-35 

225 

85 

Rice mRNA for aspartic proteinase, complete cds 
402702 

LIB3431-055-P2-K1-B10 

BLASTX 

g2072555 

233 

6.0e-20 

44 

98 

(AF001396) metallothionein-like protein [Oryza sativa] 
>gi_6103441_gb_AAF03603.1_ {AF147786) metallothionein-like 
protein [Oryza sativa] 

402703 

LIB3431-055-P2-K1-B5 

BLASTX 

g3328122 

150 

l.Oe-09 

41 

78 

(AF073473) phosphoglycerate kinase precursor [Solanum 
tuberosum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402704 

LIB3431-055-P2-K1-B8 

BLASTX 

g2407281 

668 

2.0e-70 

135 

93 

{AF017363) ribulose 1, 5-bisphosphate carboxylase small 
s\±)unit [Oryza sativa] 



Seq, No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



402705 

LIB3431-055-P2-K1-B9 

BLASTX 

g3914005 

237 
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E value 


7.0e-34 


Match length 




% identity 


90 


NCBI Description 


MITOCHONDRIAL LON PROTEi 




(U854 94) LONl protease 


Seq, No. 


402706 


Seq. ID 


LIB34ol-055-P2-Kl-Cl 


Method 


BLAS T A 


NCBI GI 


g3126854 


BLAST score 


443 


E value 


5 . Oe-44 


Match length 


119 


% identity 


84 


NCBI Description 


(AFO 61577) chlorophyll ; 


Seq. No. 


402707 


Seq. ID 


LIB3431-055-P2-K1-C11 


Method 


BLASTN 


NCBI GI 


g3885885 


BLAST score 


32 


E value 


3.0e-09 


Match length 


32 


% identity 


100 


NCBI Description 


Oryza sativa Rieske Fe-; 




complete cds 


Seq. No. 


402708 


Seq. ID 


LIB3431-055-P2-K1-C6 


Method 


BLASTN 


NCBI GI 


g30385b 


BLAST score 


139 


E value 


4.0e-72 


Match length 


227 


% identity 


93 


NCBI Description 


Rice mRNA for ubiquitin 




protein, complete cds 


Seq. No. 


402709 


Seq. ID 


LIB3431-055-P2-K1-C7 


Meunoa 


BllAb iX 


NCBI GI 


g517500 


BLAST score 


160 


E value 


l.Oe-10 


Match length 


61 


% identity 


57 



a ribosoiaal 



NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



(M87435) precursor of the oxygen evolving complex 17 kDa 

protein [2ea mays] >gi_444338_prf 1906386A photosystem II 

0E17 protein [Pisum sativum] 

402710 

LIB3431-055-P2-K1-D11 

BLASTN 

g6016845 

66 

l.Oe-28 
108 
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% identity 90 

NCBI Description Oryza sativa genomic DNA, chromosome 1, clone : P0711E10 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402711 

LIB3431-055-P2-K1-E11 

BLASTX 

g2129512 

207 

7.0e-17 

56 
75 

glycerate dehydrogenase (EC 1.1.1.29) splice form HPR2 - 
cucurbit >gi_1304044_dbj_BAA08411_ {D49433) hydroxypyruvate 
reductase [Cucurbita sp.] 



Seq. No. 


402712 


Seq. ID 


LIB3431-055-P2-K1-E4 


Method 


BLASTX 


NCBI GI 


g6041808 


BLAST score 


258 


E value 


5.0e-27 


Match length 


92 


% identity 


66 


NCBI Description 


(AC009755) unknown protein [Arabidopsis thaliana] 


Seq. No. 


402713 


Seq. ID 


LIB3431-055-P2-K1-F3 


Method 


BLASTN 


NCBI GI 


g2407278 


BLAST score 


56 


E value 


9.0e-23 


Match length 


208 


% identity 


82 


NCBI Description 


Oryza sativa aldolase mRNA, complete cds 


Seq. No. 


402714 


Seq. ID 


LIB3431-055-P2-K1-F6 


Method 


BLASTX 


NCBI GI 


gl661160 


BLAST score 


441 


E value 


l.Oe-43 


Match length 


104 


% identity 


80 


NCBI Description 


(U74295) chlorophyll a/b binding protein [Oryza sat. 


Seq. No. 


402715 


Seq. ID 


LIB3431-055-P2-K1-F7 


Method 


BLASTN 


NCBI GI 


g2407282 


BLAST score 


57 


E value 


6.0e-24 


Match length 


73 


% identity 


95 


NCBI Description 


Oryza sativa ribulose 1, 5-bisphosphate carboxylase 




subunit mRNA, complete cds 


Seq. No. 


402716 
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Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3431-055-P2-K1-F9 

BLASTX 

g2407281 

645 

l.Oe-67 

122 

97 

(AF017363) ribulose 1, 5-bisphosphate carboxylase small 
subunit [Oryza sativa] - 

402717 

LIB3431-055-P2-K1-G10 

BLASTN 

g3075487 

99 

l.Oe-48 

123 

95 

Oryza sativa chlorophyll a/b-binding protein (RCABP69) 
mRNA, complete cds 



Seq. No. 


402718 


Seq. ID 


LIB3431-055-P2-K1-G2 


Method 


BLASTN 


NCBI GI 


g20262 


BLAST score 


227 


E value 


l.Oe-125 


Match length 


231 


% identity 


100 


NCBI Description 


0. sativa light-induced mRNA 


Seq. No. 


402719 


Seq. ID 


LIB3431-055-P2-K1-H11 


Method 


BLASTX 


NCBI GI 


g3004565 


BLAST score 


340 


E value 


4.0e-32 


Match length 


97 


% identity 


66 


NCBI Description 


(AC003673) putative protein 


Seq. No. 


402720 


Seq. ID 


LIB3431-055-P2-K1-H12 


Method 


BLASTX 


NCBI GI 


g4678920 


BLAST score 


227 


E value 


l.Oe-18 


Match length 


102 


% identity 


48 


NCBI Description 


(AL049711) putative heat she 




[Arabidopsis thaliana] 


Seq. No. 


402721 


Seq. ID 


LIB3431-055-P2-K1-H2 


Method 


BLASTN 


NCBI GI 


g2773153 


BLAST score 


171 
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E value 


2.0e-91 


Match length 


loo 


% identity 


98 


NCBI Description 


Oryza sativa abscisic acid- 




(Asrl) itiRNA/ complete cds 


Seq. No. 


402722 


Seq. ID 


TTxaOAOi r\cc z/"] 
L1dJ4o1 — Uoo-r^— ili-no 


Method 




NCBI GI 


g24u7281 


BLAST score 


575 


E value 


2.0e-59 


Match length 


113 


% identity 


96 


NCBI Description 


(AF017363) ribulose 1,5-biSj 




subunit [Oryza sativa] 


Seq. No. 


402723 


Seq. ID 


LIB34 Jl-Uoo-Pz-Kl-n / 


Method 


BLAb i A 


NCBI GI 


g3808101 


BLAST score 


211 


E value 


2 . Oe-26 


Match length 


95 


% identity 


74 


NCBI Description 


(AJU121D0) chloroplast prot 


Seq. No. 


402724 


Seq. ID 


LIB3431-055-P2-K1-H8 


Method 


BLASTN 


NCBI GI 


g2570512 


BLAST score 


51 


E value 


2.0e-20 


Match length 


55 


% identity 


98 


NCBI Description 


Oryza sativa chlorophyll a- 




cds 



and stress-inducible protein 



complete 



Seq. No. 


402725 


Seq. ID 


LIB3431-056-P1-K1-A1 


Method 


BLASTX 


NCBI GI 


g5690431 


BLAST score 


241 


E value 


2.0e-20 


Match length 


97 


% identity 


48 


NCBI Description 


{AF165883) prefoldin i 


Seq. No. 


402726 


Seq. ID 


LIB3431-056-P1-K1-A10 


Method 


BLASTX 


NCBI GI 


gl32105 


BLAST score 


609 


E value 


2.0e-63 


Match length 


131 


% identity 


88 


NCBI Description 


RIBULOSE BISPHOSPHATE 



2 [Homo sapiens] 



SMALL CHAIN C PRECURSOR 
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o • 

(RUBISCO SMALL SUBUNIT C) >gi__68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
{D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402727 

LIB3431-056-P1-K1-A11 

BLASTX 

gl519251 

673 

7.0e-71 

150 

91 

(U65957) GF14-C protein [Oryza sativa] 
402728 

LIB3431-Q56-P1-K1-A2 

BLASTX 

g3126854 

488 

3.0e-49 

114 

85 

(AF061577) chlorophyll a/b binding protein [Oryza sativa] 
402729 

LIB3431-056-P1-K1-A3 

BLASTN 

g4959460 

36 

l.Oe-10 

36 

100 

Zea mays RACB small GTP binding protein mRNA, complete cds 
402730 

LIB3431-056-P1-K1-A4 

BLASTN 

g4959460 

35 

6.0e-10 

35 

100 

Zea mays RACB small GTP binding protein mRNA, complete cds 



Seq. No. 402731 

Seq. ID LIB3431-056-P1-K1-A5 

Method BLASTX 

NCBI GI g5734634 

BLAST score 318 

E value 3.0e-29 

Match length 107 

% identity 53 
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NCBI Description 



(AP000391) Similar to putative lipase (AC006232) [Oryza 
sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402732 

LIB3431-056-P1-K1-A6 

BLASTX 

g3288821 

259 

2.0e-47 

110 

87 

(AF063901) alanine :glyoxylate aminotransferase; 
transaminase [Arabidopsis thaliana] 
>gi_4733989_gb_AAD28669.1_AC007209_5 (AC007209) 
alanine-glyoxylate aminotransferase [Arabidopsis thaliana] 

402733 

LIB3431-056-P1-K1-A8 

BLASTN 

gl245938 

35 

5,0e-10 

35 

100 

rabClC-2 beta=chloride channel C1C-2G isoform [rabbits, 
heart atrium, mRNA, 2998 nt] 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



PRECURSOR 



402734 

LIB3431-056-P1-K1-B1 
BLASTX 
gl32096 
500 

8.0e-60 

125 
94 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN A 

(RUBISCO SMALL SUBUNIT A) >gi_68095_pir RKRZS6 

ribulose-bisphosphate carboxylase (EC 4.1.1,39) small chain 
precursor {clone pOSSS2106) - rice >gi__218210__dbj_BAA00539_ 
(D00644) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] 

402735 

LIB3431-056-P1-K1-B10 

BLASTX 

g4678311 

272 

6.0e-24 

77 

68 

(AL04 9655) aquaporin/MIP-like protein [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



402736 

LIB3431-056-P1-K1-B11 

BLASTX 

gl076724 
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BLAST score 

E value 

Match length 

% identity 

NCBI Description 



451 

4.0e-66 

141 

87 

LHCI-680, photosystem I antenna protein - barley 
>gi__666054_eiab_CAA5904 9_ (X84308) LHCI-680, photosystem I 
antenna protein [Hordeum vulgare] 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402737 

LIB3431-056-P1-K1-B12 

BLASTX 

g3789952 

652 

2.0e-68 

132 

96 

(AF094775) 
sativa] 



chlorophyll a/b-binding protein presursor [Oryza 



Seq, No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402738 

LIB3431-056-P1-K1-B2 

BLASTN 

g433216 

115 

6,0e-58 

118 

99 

Rice mRNA for ascorbate peroxidase (gene name SS622), 
partial cds 

402739 

LIB3431-056-P1-K1-B4 

BLASTX 

gll73347 

326 

2.0e-39 

103 

87 

SED0HEPTUL0SE-1,7-BISPH0SPHATASE, CHLOROPLAST PRECURSOR 
(SEDOHEPTULOSE-BISPHOSPHATASE) (SBPASE) (SED (1, 7) P2ASE) 

>gi_100803__pir S23452 sedoheptulose-bisphosphatase (EC 

3.1.3.37) precursor - wheat >gi_14265_emb_CAA4 6507_ 
(X65540) sedoheptulose-1, 7-bisphosphatase [Triticiom 

aestivum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402740 

LIB3431-056-P1-K1-B6 

BLASTX 

g2407281 

673 

6.0e-71 

133 

94 

(AF017363) ribulose 1, 5-bisphosphate carboxylase small 
subunit [Oryza sativa] 



Seq. No. 



402741 



51751 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3431-056-P1-K1-B7 

BLASTX 

g2072555 

193 

l.Oe-14 

35 
100 

(AF001396) metallothionein-like protein [Oryza sativa] 
>gi_6103441_gb_AAF03603.1_ (AF147786) metallothionein-like 
protein [Oryza sativa] 

402742 

LIB3431-056-P1-K1-B8 

BLASTX 

g4585882 

469 

7.0e-51 

145 
66 

{AC005850) PSI type III chlorophyll a/b-binding protein 
[Arabidopsis thaliana] 

402743 

LIB3431-056-P1-K1-B9 

BLASTX 

g2264373 

355 

9.0e-34 

103 

63 

{AC002354) putative NAM/no apical meristem protein 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



402744 

LIB3431-056-P1-K1-C1 

BLASTX 

g4079798 

231 

6.0e-30 

93 

78 

(AF052203) 23 kDa polypeptide of photosystem II [Oryza 
sativa] 

402745 

LIB3431-056-P1-K1-C10 

BLASTX 

g3885896 

524 

2.0e-53 

100 

100 

(AF093636) plastocyanin precursor [Oryza sativa] 
402746 

LIB3431-056-P1-K1-C12 
BLASTX 



51752 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



0 



gl32105 
537 

6.0e-55 

111 

91 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1,1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj__BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 



Seq. No. 

Seq« ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402747 

LIB3431-056-P1-K1-C2 

BLASTX 

g2073375 

459 

2.0e-54 

110 

90 

(D85317) farnesyl pyrophosphate synthase [Oryza sativa] 
>gi_4063829_dbj__BAA36276_ {AB021747) farnesyl diphosphate 
synthase [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402748 

LIB3431-056-P1-K1-C3 
BLASTX 
g417260 
'421 
3.0e-41 
128 
66 

LIGHT REGULATED PROTEIN PRECURSOR >gi_422003_pir S33632 

lirl protein - rice >gi_20263_emb_CAA48706_ (X68807) 
light-regulated gene [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402749 

LIB3431-056-P1-K1-C4 

BLASTX 

g2407281 

650 

3.0e-68 

125 

94 

(AF017363) ribulose 1, 5-bisphosphate carboxylase small 
subunit [Oryza sativa] 



Seq, No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



402750 

LIB3431-056-P1-K1-C5 

BLASTX 

g2191151 

170 

4.0e-17 

87 



51753 



% identity 

NCBI Description 



Seq, No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



60 

(AF007269) contains similarity to membrane associated 
salt-inducible protein [Arabidopsis thaliana] 

402751 

LIB3431-056-P1-K1-C6 

BLASTX 

g548605 

541 

2.0€-55 

118 

91 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT X PRECURSOR 
(LIGHT-HARVESTING COMPLEX I 7 KD PROTEIN) (PSI-K) 

>gi_539055_pir ^A48527 photosystem I protein psaK precursor 

- barley >gi_304220 {L12707) photosystem I PSI-K subunit 
[Hordeum vulgare] 

402752 

LIB3431-056-P1-K1-C7 

BLASTX 

g871931 

416 

l.Oe-40 

108 

78 

(D307 63) ferredoxin [Oryza sativa] 
402753 

LIB3431-056-P1-K1-C9 

BLASTX 

g2688828 

169 

7.0e-12 

82 
43 

(U97530) ethylene-forming-enzyme-like dioxygenase [Prunus 
armeniaca] 

402754 

LIB3431-056-P1-K1-D1 

BLASTX 

g2072555 

237 

9.0e-20 

44 

100 

(AF001396) metallothionein-like protein [Oryza sativa] 
>gi_6103441_gb_AAF03603.1_ (AF147786) metallothionein-like 
protein [Oryza sativa] 

402755 

LIB3431-056-P1-K1-D12 

BLASTX 

g671740 

606 

5.0e-63 



51754 



Match length 

% identity 

NCBI Description 



O 

111 
100 

{X84730) ribulose-bisphosphate carboxylase [synthetic 
construct] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402756 

LIB3431-056-P1-K1-D3 

BLASTX 

gl076660 

219 

9.0e-20 

126 

45 

D13F(MYBST1) protein - potato >gi_78 642 6_bbs_15 9122 
(374753) MybStl=Myb-related transcriptional activator 
{DNA-binding domain repeats} [Solanum tuberosum^potatoes, 
leaf, Peptide, 342 aa] [Solanum tuberosum] 



Seq. No. 


402757 


Seq. ID 


LIB34 31-05 6-P1-K1-D4 


Method 


BLASTN 


NCBI GI 


g6015437 


BLAST score 


36 


E value 


9. Oe-11 


Match length 


36 


% identity 


100 


NCBI Description 


Homo sapiens PEXl mRNA, complete cds 


Seq. No. 


402758 


Seq. ID 


LIB3431-056-P1-K1-D5 


Method 


BLASTN 


NCBI GI 


g218209 


BLAST score 


135 


E value 


9.0e-70 


Match length 


246 


% identity 


93 


NCBI Description 


Oryza sativa mRNA for the small subunit 




ribulose-1, 5-bisphosphate carboxylase. 




POSSS2106 


Seq. No. 


402759 


Seq, ID 


LIB3431-056-P1-K1-D6 


Method 


BLASTX 


NCBI GI 


g3738261 


BLAST score 


209 


E value 


9,0e-17 


Match length 


48 


% identity 


92 


NCBI Description 


(AB018412) chloroplast phosphoglycerate 




nigra] 


Seq. No. 


402760 


Seq. ID 


LIB3431-056-P1-K1-D7 


Method 


BLASTX 


NCBI GI 


g320618 


BLAST score 


648 


E value 


6.0e-68 



[Populus 



51755 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq.. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



140 
89 

chlorophyll a/b-binding protein I precursor - rice 
>gi_218172_dbj_BAA00536_ (D00641) type I light-harvesting 
chlorophyll a/b-binding protein [Oryza sativa] 

>gi_227611_prf 1707316A chlorophyll a/b binding protein 1 

[Oryza sativa] 

402761 

LIB3431-056-P1-K1-D8 

BLASTX 

g3885892 

557 

3.0e-57 

104 

100 

{AF093634) photosystem-1 F subunit precursor [Oryza sativa] 
402762 

LIB3431-056-P1-K1-D9 

BLASTN 

g3885891 

114 

2.0e-57 

188 

98 

Oryza sativa photosystem-1 F subunit precursor (PSI-F) 
rtiRNA, complete cds 

402763 

LIB3431-056-P1-K1-E1 

BLASTX 

g3789954 

515 

2,0e-52 

96 

100 

{AF094776) chlorophyll a/b-binding protein precursor [Oryza 
sativa] 

402764 

LIB3431-056-P1-K1-E10 

BLASTX 

gl458245 

261 

l,0e-22 

130 

44 

(U64834) coded for by C. elegans cDNA cml7al; coded for by 
C- elegans cDNA cm7gl; coded for by C. elegans cDNA 
CEMSE26F; similar to methyltransf erases [Caenorhabditis 
elegans] 

402765 

LIB3431-056-P1-K1-E11 

BLASTX 

gl076724 



51756 



T TV C j—w V 

BLAbr score 


ooi 


E value 


4.0e-60 


Match length 


121 


^ laentity 


O 

O D 


NCBI Description 


LHCI-680, photosystem I antenna protein - barley 




>gi 666054 eitib CAA59049 (X84308) LHCI-680, photosystem I 




antenna protein [Hordeuia vulgare] 


Seq. No. 


402766 


Seq. ID 


LIBi4il-0oD-Pl-Kl-E12 


Metnoa 


TDT 7\ C"T>V 

BLAbTX 


NCBI GI 


gl084461 


BLAST score 


212 


E value 


0 . Qe-17 


Match length 


79 


% identity 


IT /" 

56 


NLbi Description 


kCcj protein - rice >gi /oblo^ (L^/zUoj klco [Uryza sarivaj 


Seq. No. 


402767 


beq. ID 


LIBJ4ol-U0D-Pi-Kl-Ez 


Method 


dLAo i A 


JNUbi bl 


_.Q O AQ A 


BLAST score 


'a 


E value 


l.Oe-32 


Match length 


113 


% identity 


68 


NCBI Description 


chlorophyll a/b-bindmg protein type III precursor - tomato 




>gi__226872_prf 1609235A chlorophyll a/b binding protein 




[Lycopersicon esculentum] 


Seq. No. 


402768 


Seq. ID 


LIB3431-056-P1-K1-E4 


Method 


BLASTN 


NCBI GI 


g6015437 


BLAST score 


38 


E value 


5,0e-12 


Match length 


38 


% identity 


100 


jnudI uescripnion 


Homo sapiens PEXl mRNA, complete cds 


Seq. No. 


402769 


Seq. ID 


LIB3431-056-P1-K1-E7 


Metnoa 


BLASTX 


NCBI GI 


g5733872 


BLAST score 


457 


E value 


2 , Oe-45 


Match length 


119 


% identity 


74 


NCBI Description 


(AC007 932) Similar to gi 4 98204 8 ribosomal protein L18 from 




Thermotoga maritima genome gb_AE001798. ESTs gb_Z35613, 




gb_T75951, gb_T22182, gb_T45962, gb_H76281 and gb_AI100025 




come from this gene. [Arabidopsis thaliana] 


Seq. No. 


402770 


Seq. ID 


LIB3431-056-P1-K1-E9 


Method 


BLASTX 


NCBI GI 


g3789952 



51757 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



235 

2,0e-19 

44 

100 

{AF094775) 
sativa] 



chlorophyll a/b-binding protein presursor [Oryza 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402771 

LIB3431-056-P1-K1-F1 

BLASTX 

gll5787 

636 

2.0e-74 

142 

95 

CHLOROPHYLL A-B BINDING PROTEIN 2 PRECURSOR (LHCII TYPE I 

CAB-2) (LHCP) >gi_82461_pir S03706 chlorophyll a/b-binding 

protein 2R precursor - rice >gi_20182_emb_CAA32109_ 
{X13909) chlorophyll a/b-binding preprotein (AA -28 to 235) 
[Oryza sativa] 

402772 

LIB3431-056-P1-K1-F10 

BLASTX 

gll73347 

605 

4.0e-63 

117 

95 

SED0HEPTUL0SE-1,7-BISPH0SPHATASE, CHLOROPLAST PRECURSOR 
(SEDOHEPTULOSE-BISPHOSPHATASE) (SBPASE) (SED (1, 7 ) P2ASE) 

>gi_100803_pir S23452 sedoheptulose-bisphosphatase (EC 

3.1,3.37) precursor - wheat >gi_14265_emb_CAA46507_ 
(X65540) sedoheptulose-1, 7-bisphosphatase [Triticum 

aestivxom] 

402773 

LIB3431-056-P1-K1-F12 

BLASTX 

g3913808 

477 

6.0e-4B 

102 

88 

FERROCHELATASE PRECURSOR (PROTOHEME FERRO-LYASE) (HEME 
SYNTHETASE) >gi_2429618_dbj_BAA22284_ {AB007120) 
ferrochelatase [Oryza sativa] 

402774 

LIB3431-056-P1-K1-F2 

BLASTX 

g585350 

384 

3.0e-37 

109 

68 

CASEIN KINASE II, ALPHA CHAIN 2 {CK II) 



51758 



0 



>gi_4 19753 j)ir S31099 casein kinase II (EC 2.7.1.-) 

alpha-type chain (clone ATCKA2) - Arabidopsis thaliana 
>gi_391605_dbj_BAA01091_ {D10247) casein kinase II 
catalytic subunit [Arabidopsis thaliana] 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402775 

LIB3431-056-P1-K1-F3 

BLASTX 

gll5787 

529 

4.0e-54 

121 

88 

CHLOROPHYLL A-B BINDING PROTEIN 2 PRECURSOR (LHCII TYPE I 

CAB-2) (LHCP) >gi_82461_pir S03706 chlorophyll a/b-binding 

protein 2R precursor - rice >gi_20182_emb_CAA32109_ 
{X13909) chlorophyll a/b-binding preprotein (AA -28 to 235) 
[Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI^ 



402776 

LIB3431-056-P1-K1-F5 

BLASTX 

g2506826 

328 

2.0e-30 

90 

74 

NONSPECIFIC LIPID-TRANSFER PROTEIN 
(PAPI) >gi_1619604_emb_CAA69949.1_ 
protein [Oryza sativa] >gi_l 667590 
protein [Oryza sativa] 



1 PRECURSOR {LTP 1) 
(Y08691) lipid transfer 
(U77295) lipid transfer 



402777 

LIB3431-056-P1-K1-F6 

BLASTX 

g5689238 

341 

2.0e-32 

73 

86 

{AB024292) histidine-containing phosphotransf er protein 
[2ea mays] 



402778 

LIB3431-056-P1-K1-F7 

BLASTN 

g2062705 

37 

3.0e-ll 

37 

100 

Human butyrophilin (BTF5) 
402779 

LIB3431-056-P1-K1-F9 

BLASTX 

g4836892 



mRNA, complete cds 



51759 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID ' 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



430 

2.0e-42 

138 

58 

{AC007369) Putative RNA helicase [Arabidopsis thaliana] 
402780 

LIB3431-Q56-P1-K1-G1 

BLASTX 

g3335349 

416 

l.Oe-40 

155 

54 

(AC004512) Similar to gb_U46691 putative chromatin 
structure regulator (SUPT6H) from Homo sapiens. ESTs 
gb_T42908, gb_AA586170 and gb_AA395125 come from this gene. 
[Arabidopsis thaliana] 

402781 

LIB3431-056-P1-K1-G10 

BLASTX 

g5326825 

164 

3.0e-ll 

90 

32 

(AF044953) NADH ubiquinone oxidoreductase PGIV subunit 
[Homo sapiens] 

402782 

LIB3431-056-P1-K1-G12 

BLASTX 

g320618 

512 

4.0e-52 

114 

85 

chlorophyll a/b-binding protein I 
>gi_218172__dbj_BAA00536_ (D00641) 
chlorophyll a/b-binding protein [Oryza sativa] 

>gi_227611_prf 1707316A chlorophyll a/b binding protein 1 

[Oryza sativa] 



precursor - rice 

type I light-harvesting 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402783 

LIB3431-056-P1-K1-G2 

BLASTX 

g2072555 

237 

l.Oe-19 

44 

100 

(AF001396) metallothionein-like protein [Oryza sativa] 
>gi_6103441_gb_AAF03603.1_ (AF147786) metallothionein-like 
protein [Oryza sativa] 



Seq. No. 



402784 



51760 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3431-056-P1-K1-G3 

BLASTX 

g320618 

532 

2.0e-54 

117 

86 

chlorophyll a/b-binding protein I precursor - rice 
>gi_218172_dbj_BAA00536_ {D00641> type I light-harvesting 
chlorophyll a/b-binding protein [Oryza sativa] 

>gi__227611_prf 1707316A chlorophyll a/b binding protein 1 

[Oryza sativa] 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402785 

LIB3431-056-P1-K1-G4 
BLASTX 
g320618 
292 

2.0e-26 
73 
74 

chlorophyll a/b-binding protein I 
>gi_218172_dbj_BAA00536_ (D00641) 
chlorophyll a/b-binding protein [Oryza sativa] 

>gi_227611_prf 1707316A chlorophyll a/b binding protein 1 

[Oryza sativa] 



precursor - rice 

type I light-harvesting 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 

identity^ 
NCBI Description 



402786 

LIB3431-056-P1-K1-G5 

BLASTX 

g548605 

588 

7.0e-61 

130 

90 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT X PRECURSOR 
{LIGHT-HARVESTING COMPLEX I 7 KD PROTEIN) (PSI-K) 

>gi_539055_pir A48527 photosystem I protein psaK precursor 

- barley >gi_304220 (L12707) photosystem I PSI-K subunit 
[Hordeum vulgare] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402787 

LIB3431-056-P1-K1-G6 

BLASTX 

g417154 

526 

7.0e-54 

105 

97 

HEAT SHOCK PROTEIN 82 >gi_100685_pir S25541 heat shock 

protein 82 - rice (strain Taichung Native One) 
>gi_20256_emb_CAA77978__ {Z11920) heat shock protein 82 
{HSP82) [Oryza sativa] 



Seq. No. 
Seq. ID 
Method 



402788 

LIB3431-056-P1-K1-G7 
BLASTN 



51761 



NCBI GI 


gl261857 


BLAST score 


54 


E value 


Z . Ue-zl 


Match length 


o4 


% identity 


100 


NCBI Description 


Rice CatA gene for catalase, complete cds 


Seq. No. 


402789 


Seq. ID 


LIBo4 Jl-Ubo-Pl-Ki-bo 


Method 




NCBI GI 


g4678338 


BLAST score 


202 


E value 


1 , Ue-io 


Match length 


48 


% identity 


73 


NCBI Description 


(AL049658) putative protein [Arabidopsis 


Seq. No- 


402790 


Seq. ID 


LIB34 31-0OD-P1-K1-H1 


Method 


BLASTN 


NCBI GI 


g3345476 


BLAST score 


132 


E value 


1 - ue-oo 


Match length 


241 


% identity 


96 


NCBI Description 


Oryza sativa gene for carbonic anhydrase. 


Seq. No. 


402791 


Seq. ID 


LIB3431-056-P1-K1-H10 


Method 


BLASTN 


NCBI GI 


g2570512 


BLAST score 


112 


E value 


3.0e-56 


Match length 


212 


% identity 


100 


NCBI Description 


Oryza sativa chlorophyll a-b binding prot 




cds 


Seq. No. 


402792 


Seq. ID 


LIB3431-056-P1-K1-H12 


Method 


BLASTN 


NCBI GI 


g20191 


BLAST score 


279 


E value 


1 . Oe-156 


Match length 


279 


% identity 


100 


NCBI Description 


0. sativa iriRNA for catalase 


Seq. No. 


402793 


Seq. ID 


LIB3431-056-P1-K1-H2 


Method 


BLASTX 




gxooo D / 


BLAST score 


558 


E value 


2.0e-57 


Match length 


124 


% identity 


85 


NCBI Description 


40S RIBOSOMAL PROTEIN Sll >gi 82722 pir 



complete cds 



complete 
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protein Sll - maize >gi_22470_emb_CAA39438_ (X55967) 
ribosomal protein Sll [Zea mays] 



Seq. No, 


402794 




Seq. ID 


LIB3431-056-P1-K1- 


-H3 


Method 


T\T TV mill 

BLASTN 




NCBI GI 


g6015437 




BLAST score 


38 




E value 


5 . Oe-12 




Match length 


38 




% identity 


100 




NCBI Description 


Homo sapiens PEXl 


mRNA, complete cds 


Seq. No* 


402795 




Seq. ID 


LIB3431-056-P1-K1- 


-H4 


Method 


B LASIX 




NCBI GI 


g2624326 




BLAST score 


294 




E value 


0 . Ue-Z / 




Match length 


61 




% identity 


93 




NCBI Description 


{AJ0028 93) OsGRPl 


[Oryza sativa] 


beq. NO. 


A c\on OkC 
4 \JZ / y b 




Seq. ID 


LIB3431-056-P1-K1- 


-H5 


Method 


BLASTX 




NCBI GI 


gll73347 




BLAST score 


663 




E value 


9.0e-70 




Match length 


129 




% identity 


95 




NCBI Description 


SEDOHEPTULOSE-1,7- 


-BISPHOSPHATASE, CHLOROPLAST 



(SEDOHEPTULOSE-BISPHOSPHATASE) (SBPASE) (SED (1, 7 ) P2ASE) 

>gi_100B03_pir S23452 sedoheptulose-bisphosphatase (EC 

3.1.3.37) precursor - wheat >gi_14265_emb_CAA46507__ 
(X65540) sedoheptulose-1, 7-bisphosphatase [Triticiam 
aestivum] 



Seq. No. 


402797 


Seq. ID 


LIB3431-056-P1-K1-H6 


Method 


BLASTX 


NCBI GI 


g3128206 


BLAST score 


143 


E value 


2.0e-09 


Match length 


47 


% identity 


45 


NCBI Description 


{AC004077) unknown protein [Arabidopsis 


Seq. No. 


402798 


Seq. ID 


LIB3431-056-P1-K1-H9 


Method 


BLASTX 


NCBI GI 


gl32105 


BLAST score 


547 


E value 


4.0e-56 


Match length 


119 


% identity 


87 


NCBI Description 


RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL 



C PRECURSOR 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



{RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor {clone pOSSS1139) - rice >gi_218208__dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 

402799 

LIB3431-056-P1-N1-A10 

BLASTX 

g671740 

443 

7.0e-44 

80 

100 

{X84730) ribulose-bisphosphate carboxylase [synthetic 
construct] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402800 

LIB3431-056-P1-N1-A11 

BLASTN 

g2331130 

100 

8.0e-49 

148 

92 

Oryza sativa glycine-rich protein 
cds 



(OSGRPl) mRNA, complete 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402801 

LIB3431-056-P1-N1-A12 

BLASTX 

gl31225 

203 

7.0e-16 

71 

58 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT XI PRECURSOR {SUBUNIT 

V) (PSI-L) >gi_100605_pir ^A39759 photosystem I 18K protein 

precursor - barley >gi__167087 {M61146) photosystem I 
hydrophobic protein [Hordeum vulgare] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 
Seq. ID 

Method 



402802 

LIB3431-056-P1-N1-A2 

BLASTX 

g3126854 

349 

9.0e-33 

66 

100 

(AF061577) chlorophyll a/b binding protein [Oryza sativa] 
402803 

LIB3431-056-P1-N1-A6 
BLASTX 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



SBq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2754849 
284 

3.0e-25 

63 

87 

(AF039000) putative serine-glyoxylate aminotransferase 
[Fritillaria agrestis] 

402804 

LIB3431-056-P1-N1-B1 

BLASTX 

g671740 

234 

2.0e-19 

47 

96 

(X84730) ribulose-bisphosphate carboxylase [synthetic 
construct] 

402805 

LIB3431-056-P1-N1-B10 

BLASTX 

g886100 

265 

6.0e-23 

63 

76 

(U27347) putative water channel protein; plasma lemma 
intrinsic protein; similar to Arabidopsis Pip2a gene 
product, PIR Accession Number S44084 [Glycine max] 

402806 

LIB3431-056-P1-N1-B11 

BLASTX 

gl076724 

477 

8.0e-48 

90 

96 

LHCI-680, photosystem I antenna protein - barley 
>gi_666054_emb_CAA59049__ {X84308) LHCI-680, photosystem I 
antenna protein [Hordeum vulgare] 

402807 

LIB34 31-056-P1-N1-B12 

BLASTX 

g3789952 

269 

2.0e-23 

51 
100 

{AF094775) 
sativa] 



chlorophyll a/b-binding protein presursor [Oryza 



Seq. No. 
Seq, ID 
Method 



402808 

LIB3431-056-P1-N1-B3 
BLASTN 
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0 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g304219 
51 

l.Oe-19 

71 

93 

Hordeum vulgare chloroplast photosystem I PSK-I subunit 
mRNA, complete cds 

402809 

LIB3431-056-P1-N1-B4 

BLASTX 

gll73347 

405 

2.0e-39 

86 

97 

SED0HEPTUL0SE-1,7-BISPH0SPHATASE, CHLOROPLAST PRECURSOR 
{ SEDOHEPTULOSE-BISPHOSPHATASE ) ( SBPASE ) ( SED (1,7) P2ASE ) 

>gi_100803_pir S23452 sedoheptulose-bisphosphatase (EC 

3.1.3,37) precursor - wheat >gi_14265_emb_CAA4 6507_ 
(X65540) sedoheptulose-1, 7-bisphosphatase [Triticum 

aestivum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402810 

LIB3431-056-P1-N1-B6 

BLASTX 

g671740 

301 

3.0e-27 

57 

100 

{X84730) ribulose-bisphosphate carboxylase 
construct] 



[synthetic 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402811 

LIB3431-056-P1-N1-B7 

BLASTN 

g2072554 

269 ' 

l.Oe-150 

269 

100 

Oryza sativa metallothionein-like protein itiRNA, complete 
cds 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402812 

LIB3431-056-P1-N1-B8 

BLASTX 

gll5813 

165 

2.0e-ll 

38 
79 

CHLOROPHYLL A-B BINDING PROTEIN 8 PRECURSOR (LHCI TYPE III 
CAB-8) >gi_19182_emb_CAA33330_ {X15258) Type III 
chlorophyll a/b-binding protein [Lycopersicon esculentum] 



51766 



Seq. No, 


/I ri o o 1 o 


oeq. lu 


Li1d0 4 ol — UO O— r 1 — Nl— bl 




DT 7\QTV 
Dli/iO 1 A 




g4U / y / yo 


BLAST score 


414 


E value 


2.0e-40 


Match length 


O 1 


-5 identity 


99 


NCBI Description 


(AFOozzUJ) 2i kDa polypeptide of pnotosystem II 




sativa] 


Seq. No- 


4uzo 14 


oeq. lu 


LlbO^Ol — UO D— r 1— INI— blU 


M.ei,noa 


dIiAo 1 A 


NCBI GI 


g3885896 


BLAST score 


524 


E value 


2 . Ue-oo 


Match length 


100 


■6 identity 


100 


jNUibi uescripLion 


(AF093636) plastocyanin precursor [Oryza sativa] 


Seq. No- 


402815 


Seq. ID 


LIBo4ol-U0D-Pl-Nl-blz 


Method 


BLAb I N 


NCBI GI 


g218209 


BLAST score 


J / 


E value 


3.0e-ll 


Match length 


53 


% identity 


92 


NCBI Description 


Oryza sativa mRNA for the small subunit of 




ribulose-1, 5-bisphosphate carboxylase, complete 




pOSSbzlO D 


Seq. No. 


402816 


Seq. ID 


LIB3431-056-P1-N1-C2 


MetnOCt 


BLAo IX 


MudI bl 


gzO /o J /o 


BLAST score 


576 


E value 


2,0e-59 


Match length 


107 


^ identity 


T A A 

100 


NCBI Description 


(D85317) farnesyl pyrophosphate synthase [Oryza 




>gi_40 6382 9_dbj__BAA3 627 6_ (AB021747) farnesyl dr 




synthase [Oryza sativa] 


Seq. No. 


402817 


Seq. ID 


LIB3431-056-P1-N1-C3 


Method 


BLASTX 


NCBI GI 


g417260 


BLAST score 


321 


E value 


l.Oe-29 


Match length 


106 


% identity 


61 



NCBI Description 



LIGHT REGULATED PROTEIN PRECURSOR >gi_422003_pir S33632 

lirl protein - rice >gi_202 63_emb_CAA4 8706_ {X68807) 
light-regulated gene [Oryza sativa] 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402818 

LIB3431-056-P1-N1-C4 

BLASTX 

g671740 

361 

3.0e-34 

70 

97 

(X84730) ribulose-bisphosphate carboxylase [synthetic 
construct] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length . 

% identity 

NCBI Description 



402819 

LIB3431-056-P1-N1-C6 

BLASTX 

g548605 

599 

5.0e-62 

131 

91 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT X PRECURSOR 
(LIGHT-HARVESTING COMPLEX I 7 KD PROTEIN) (PSI-K) 

>gi_539055_pir ^A48527 photosystem I protein psaK precursor 

- barley >gi_304220 (L12707) photosystem I PSI-K subunit 
[Hordeum vulgar e] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402820 

LIB3431-056-P1-N1-C7 

BLASTX 

g871931 

161 

5.0e-ll 

44 

75 

(D307 63) ferredoxin [Oryza sativa] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402821 

LIB3431-056-P1-N1-D1 

BLASTX 

g2072555 

228 

l.Oe-18 

42 

100 

{AF001396) metallothionein-like protein [Oryza sativa] 
>gi_6103441_gb_AAF03603.1__ {AF147786) metallothionein-like 
protein [Oryza sativa] 

402822 

LIB3431-056-P1-N1-D12 

BLASTX 

g671740 

433 

l.Oe-42 

78 

100 

{X84730) ribulose-bisphosphate carboxylase [synthetic 
construct] 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq, ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



402823 

LIB3431-056-P1-N1-D3 

BLASTX 

gl076660 

222 

6.0e-18 

89 

57 

D13F(MYBST1) protein - potato >gi_786426_bbs_159122 
{S74753) MybStl=Myb- related transcriptional activator 
{DNA-binding domain repeats} [Solanum tuberosum=potatoes, 
leaf. Peptide, 342 aa] [Solanum tuberosum] 

402824 

LIB3431-056-P1-N1-D5 

BLASTN 

g218209 

39 

2.0e-12 

55 
93 

Oryza sativa mRNA for the small subunit of 

ribulose-1, 5-bisphosphate carboxylase, complete cds, clone 
pOSSS2106 

402825 

LIB3431-056-P1-N1-D7 

BLASTX 

gll5787 

409 

6.0e-40 

77 
100 

CHLOROPHYLL A-B BINDING PROTEIN 2 PRECURSOR {LHCII TYPE I 

CAB-2) (LHCP) >gi_82461_pir S03706 chlorophyll a/b-binding 

protein 2R precursor - rice >gi_20182_emb_CAA32109_ 

(X139Q9) chlorophyll a/b-binding preprotein (AA -28 to 235) 

[Oryza sativa] 

402826 

LIB3431-056-P1-N1-D8 

BLASTX 

g3885892 

544 

9.0e-56 

102 

100 

(AF093634) photosystem-1 F subunit precursor [Oryza sativa] 
402827 

LIB3431-056-P1-N1-D9 

BLASTX 

g3885892 

286 

2.0e-25 

57 
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% identity 

NCBI Description 

Seq, No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



100 

(AF093634) photos ys tern- 1 F subunit precursor [Oryza sativa] 
402828 

LIB3431-056-P1-N1-E1 

BLASTX 

g3789954 

611 

2.0e-63 

113 

100 

(AF094776) chlorophyll a/b-binding protein precursor [Oryza 
sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402829 

LIB3431-056-P1-N1-E11 

BLASTX 

gl076724 

374 

8.0e-36 

72 
94 

LHCI-680, photosystem I 
>gi_6 6605 4_einb__CAA5 9 0 4 9_ 



antenna protein - barley 
{X84308) LHCI-680, photosystem I 



antenna protein [Hordeum vulgare] 



Seq. No. 


402830 


Seq. ID 


LIB3431-056-P1-N1-E12 


Method 


BLASTX 


NCBI GI 


gl084461 


BLAST score 


287 


E value 


l.Oe-25 


Match length 


98 


% identity 


60 


NCBI Description 


RCc3 protein - rice >gi_786132 C 


Seq. No. 


402831 


Seq. ID 


LIB3431-056-P1-N1-E2 


Method 


BLASTX ^ 


NCBI GI 


gll5813 


BLAST score 


234 


E value 


2.0e-19 


Match length 


56 


% identity 


80 


NCBI Description 


CHLOROPHYLL A-B BINDING PROTEIN : 




CAB-8) >gi_19182__eiTib_CAA33330__ (: 




chlorophyll a/b-binding protein 


Seq. No. 


402832 


Seq. ID 


LIB3431-056-P1-N1-E7 


Method 


BLASTX 


NCBI GI 


g5733872 


BLAST score 


182 


E value 


2.0e-13 


Match length 


57 


% identity 


60 


NCBI Description 


(AC007932) Similar to gi 4982048 



PRECURSOR (LHCI TYPE III 
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Thermotoga maritima genome gb_AE001798. ESTs gb_Z35613, 
gb_T75951, gb_T22182, gb_T45962, gb_H76281 and gb_AI100025 
come from this gene. [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402833 

LIB3431-056-P1-N1-E8 

BLASTX 

g6093830 

218 

2.0e-17 

97 

51 

PHOTOSYSTEM II CORE COMPLEX PROTEINS PSBY PRECURSOR (L-AME) 
[CONTAINS: PHOTOSYSTEM II PROTEIN PSBY-1; KD PHOTOSYSTEM II 
PROTEIN PSBY-2] >gi_3337435 (AF060198) PsbY precursors- 
putative photosytem II peptide [Spinacia oleracea] 

402834 

LIB3431-056-P1-N1-E9 

BLASTN 

g3789951 

127 

6.0e-65 

372 
91 

Oryza sativa chlorophyll a/b-binding protein presursor 
(Cab27) mRNA, nuclear gene encoding chloroplast protein, 
complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402835 

LIB3431-Q56-P1-N1-F1 

BLASTX 

gll5772 

273 

5.Ge-24 

57 

91 

CHLOROPHYLL A-B BINDING PROTEIN 1 PRECURSOR {LHCII TYPE I 

CAB-1) (LHCP) >gi_82460__pir S03705 chlorophyll a/b-binding 

protein IR precursor - rice >gi_20178__emb_CAA32108_ 
{X13908) chlorophyll a/b-binding preprotein (AA -31 to 235) 
[Oryza sativa] 

402836 

LIB3431-056-P1-N1-F10 

BLASTX 

gll73347 

401 

6.0e-39 

85 

96 

SED0HEPTUL0SE-1,7-BISPH0SPHATASE, CHLOROPLAST PRECURSOR 
(SEDOHEPTULOSE-BISPHOSPHATASE) (SBPASE) (SED (1, 7 ) P2ASE) 

>gi_100803_pir S23452 sedoheptulose-bisphosphatase (EC 

3.1.3.37) precursor - wheat >gi_14265_emb__CAA4 6507__ 
(X65540) sedoheptulose-1, 7-bisphosphatase [Triticum 

aestivum] 
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oeq* iNO • 


■^tUZ 0 o / 


beg. lu 




Method 


BLASTX 


NCBI GI 


g2244734 


oj-iAoi score 


loo 


E value 


^ . ue-i± 


Matcn iengtn 






Q7 


NCBI Description 


(D88414) actin [Gossypiuici hirsutuin] 


beq* INO. 


^ n 9 Q 
4 Uz 0 JO 


beg. XJJ 


T — nt^^ — Pi — KTI — "ETO 






NCBI GI 


g585350 


BLAST score 


496 


E value 


5.0e-50 


Match length 


110 


% identity 


83 


NCBI Description 


CASEIN KINASE II, ALPHA CHAIN 2 (CK 



II) 



>gi_419753_pir S31099 casein kinase II (EC 2.7.1.-) 

alpha-type chain (clone ATCKA2) - Arabidopsis thaliana 
>gi__391605_dbj_BAA01091__ {D10247) casein kinase II 
catalytic sufounit [Arabidopsis thaliana] 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402839 

LIB3431-056-P1-N1-F3 

BLASTX 

g3036951 

427 

6.0e-42 

80 

100 

(AB012639) light harvesting chlorophyll a/b-binding protein 
[Nicotiana sylvestris] 

402840 

LIB3431-056-P1-N1-F5 

BLASTN 

gl619603 

370 

O.Oe+00 

414 

97 

O.sativa mRNA for lipid transfer protein 

>gi_1667589_gb_U77295_OSU77295 Oryza sativa lipid transfer . 
protein (LTP) mRNA, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402841 

LIB3431-056-P1-N1-F9 

BLASTX 

g2673917 

305 

l.Oe-27 

80 

66 

(AC002561) putative ATP-dependent RNA helicase 



[Arabidopsis 
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thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402842 

LIB3431-056-P1-N1-G1 

BLASTX 

g3335349 

170 

5.0e-12 

108 

38 

(AC004512) Similar to gb_U46691 putative chromatin 
structure regulator {SUPT6H) from Homo sapiens. ESTs 
gb_T42908, gb_AA586170 and gb_AA395125 come from this gene. 
[Arabidopsis thaliana] 



Seq, No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402843 

LIB3431-056-P1-N1-G10 

BLASTX 

g5326825 

153 

8.0e-10 

87 

31 

(AF044953) NADH: ubiquinone oxidoreductase PGIV subunit 
[Homo sapiens] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402844 

LIB3431-056-P1-N1-G11 

BLASTX 

gl36640 

514 

3.0e-52 

102 

93 

UBIQUITIN-CONJUGATING ENZYME E2-17 KD (UBIQUITIN-PROTEIN 
LIGASE) (UBIQUITIN CARRIER PROTEIN) >gi_170785 {M62720) 
ubiquitin carrier protein [Triticum aestivum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402845 

LIB3431-056-P1-N1-G12 

BLASTN 

g20177 

204 

l.Oe-111 

219 

99 

Rice cablR gene for light harvesting chlorophyll 
a/b-binding protein 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



402846 

LIB3431-056-P1-N1-G2 

BLASTX 

g2072555 

228 

l.Oe-18 

42 

100 
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NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(AF001396) metaliothionein-like protein [Oryza sativa] 
>gi_6103441_gb_AAF03603.1_ (AF147786) metallothionein-like 
protein [Oryza sativa] 

402847 

LIB3431-056-P1-N1-G3 

BLASTX 

gll5787 

676 

4.0e-71 

130 

100 

CHLOROPHYLL A-B BINDING PROTEIN 2 PRECURSOR (LHCII TYPE I 

CAB-2) (LHCP) >gi_82461_pir S03706 chlorophyll a/b-binding 

protein 2R precursor - rice >gi_20182_er[ib__CAA32109_ 

(X13909) chlorophyll a/b-binding preprotein (AA -28 to 235) 

[Oryza sativa] 

402848 

LIB3431-056-P1-N1-G4 

BLASTX 

g3036951 

650 

4.0e-68 

124 

98 

(AB012639) light harvesting chlorophyll a/b-binding protein 
[Nicotiana sylvestris] 

402849 

LIB3431-056-P1-N1-G5 

BLASTX 

g548605 

301 

2.0e-27 

64 

92 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT X PRECURSOR 
(LIGHT-HARVESTING COMPLEX I 7 KD PROTEIN) (PSI-K) 

>gi_539055_pir ^A48527 photosystem I protein psaK precursor 

- barley >gi_304220 {L12707) photosystem I PSI-K subunit 
[Hordeum vulgare] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402850 

LIB3431-056-P1-N1-G6 

BLASTX 

g417154 

392 

7.0e-38 

93 

85 

HEAT SHOCK PROTEIN 82 >gi_100 685_pir S25541 heat shock 

protein 82 - rice (strain Taichung Native One) 
>gi_20256_einb_CAA77978__ (Z11920) heat shock protein 82 
(HSP82) [Oryza sativa] 



Seq. No. 



402851 



51774 



C « T Pi 

beq. ID 




Metinoa 


bJ-lAO i A 


NCBI GI 


g4006881^ 


BLAST score 


585 


E value 


2 . Oe-60 


Match length 


139 


% identity 


79 


NCBI Description 


{Z99707) putative protein [Arabidopsis thaliana] 


Seq. No. 


402852 


Seq. ID 


LIBo4ol-U0D-rl-Nl-hl 


Method 


DT TV CTTNT 


NCBI GI 


g3345476 


BLAST score 


342 


E value 


0 . ue+uO 


Match length 


386 


% identity 


97 


NCBI Description 


Oryza sativa gene for carbonic anhydrase, complete < 


Seq, No. 


402853 


Seq, ID 


LIBi431-0bo-Pl-Nl-H^ 


Method 


BLASTN 


NCBI GI 


g22469 


BLAST score 


34 


E value 


1 . Oe-09 


Match length 


38 


% identity 


97 


NCBI Description 


Maize rtiRNA for cytoplasmic ribosomal protein Sll 


Seq. No. 


402854 


Seq. ID 


LIB34 31-05 6-P1-N1-H5 


Method 


BLASTN 


NCBI GI 


gl4264 


BLAST score 


67 


E value 


3 . Oe-29 


Match length 


115 


% identity 


90 


NCBI Description 


T.aestivum gene for sedoheptulose-1, 7-bisphoshatase 


Seq. No. 


402855 


Seq. ID 


LIB3431-05o-Pl-Nl-H9 


Method 


BLASTX 


NCBI GI 


qb fl/^O 


BLAST score 


546 


E value 


6.0e-56 


Match length 


99 


% identity 


100 


NCBI Description 


(X84730) ribulose-bisphosphate carboxylase [synthet 




construct] 


Seq. No. 


402856 


Seq. ID 


LIB3431-00O-P1-K1-A1 


Method 


BLASTX 


NCBI GI 


g3355468 


BLAST score 


355 


E value 


l,0e-33 


Match length 


96 
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% identity 


85 


NCBI Description 


(AC00421o) putative riJDOSonial protein Loo [Araoiaopsxs 




tnalianaj 


Seq. No. 


402857 


Seq. ID 




Method 


BLAbTX 


NCBI GI 


g2244749 


BLAST score 


383 


E value 


7 , ue-i / 


Match length 


112 


% identity 


66 


NCBI Description 


(Zy/ooo) nyaroxyiaernyxtzransierase L-^raoiaopsrs una-Liand-j 


Seq. No. 


402858 


Seq. ID 


Llbo4ol-U0o-r 1— rLi-iixZ 


Method 


BLASTX 


NCBI GI 


g3345477 


BLAST score 


214 


E value 


4 . Oe-17 


Match length 


41 


% identity 


95 


NCBI Description 


(ABO 1628 3) carbonic anhydrase [Oryza sativa] 


Seq. 'No. 


402859 


Seq. ID 


LIB3431-058-P1-K1-A2 


Method 


BLASTX 


NCBI GI 


gl514643 


BLAST score 


180 


E value 


4 . Oe-26 


Match length 


102 


% identity 


63 


NCBI Description 


(Z70524) PDRo-liice ABC transporter [bpiroaeia poiyrrniza 


Seq. No. 


402860 


Seq. ID 


LIB3431-058-P1-K1-A3 


Method 


BLASTN 


NCBI GI 


gll59878 


BLAST score 


52 


E value 


3.0e-20 


Match length 


64 


% identity 


95 


NCBI Description 


A.fatua mRNA for DNA-binamg protein (clone ABh^; 


Seq. No. 


402861 


Seq. ID 


LIB3431-058-P1-K1-A4 


Method 


BLASTX 


NOBI bl 


gzU / Zooo 


BLAST score 


165 


E value 


3.0e-ll 


Match length 


32 


% identity 


94 


NCBI Description 


(AF001396) metallothionein-like protein [Oryza sativa] 



>gi_6103441_gb_AAF03603.1_ (AF147786) metallothionein-like 
protein [Oryza sativa] 



Seq, No. 402862 
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b6q» -LI-' 


T TP'5ji5'51 — ARP — Pi — K"! —a 1^ 




RT ZiQTV 
DliriO J. A 


NCBI GI 


g2462760 


BLAST score 


143 


E value 


o . ue— uy 


Match length 


/ D 


% identity 




iN^oJ. uescxipLion 




Seq. No. 


A A o o o 


beq. lu 




Method 




NCBI GI 


g3402713 


BLAST score 


379 


E value 


^ . ue-oD 


Match length 




CL -! j-^ -r-^ ■i— i 4- ■r -r 

-6 laenrity 




NCBI Description 


triuuu^i^DX; nypotne uicax protexn [/ira-Juiciopibio 


Seq. No, 


402864 


beq. lu 


T TD'3/1 "31 — nt^Q — Dl —T^l — nl 


ixietnoa 


oLiAo 1 A 




rrl "^91 n R 

y X u 


BLAST score 


494 


E value 


6.0e-50 


Match length 


109 


% identity 


83 


NCBI Description 


RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN 



C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5~bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402865 

LIB3431-058-P1-K1-A8 

BLASTX 

g3046693 

573 

3,0e-59 

136 

74 

(AL022140) receptor like protein (fragment) [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402866 

LIB3431-058-P1-K1- 

BLASTX 

g3550983 

358 

5.0e-34 



•A9 



68 

(AB010690) 



mutM homologue-2 [Arabidopsis thaliana] 
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>gi_3820622 (AF099971) putative f ormamidopyrimidine-DNA 
glycosyiase 2 [Arabidopsis thaliana] 

>gi_5903054_gb_AAD55613.1_AC008016_23 (AC008016) Identical 
to gb_AB010690 mutM homologue-2 (f ormamidopyrimidine-DNA 
glycosyiase 1) from Arabidopsis thaliana. EST gb_Z18192 
comes from this gene 



Seq. No. 402867 

Seq. ID LIB3431-058-P1-K1-B10 

Method BLASTX 

NCBI GI g3885886 

BLAST score 748 

E value l.Oe-7 9 

Match length 144 

% identity 100 

NCBI Description {AF093631) Rieske Fe-S precursor protein [Oryza sativa] 

Seq. No. 402868 

Seq. ID LIB3431-058-P1-K1-B11 

Method BLASTX 

NCBI GI g2582381 

BLAST score 458 

E value 4.0e-46 

Match length 87 

% identity 93 

NCBI Description (AF021220) cation-chloride co-transporter [Nicotiana 
tabacum] 

Seq. No. 402869 

Seq. ID LIB3431-058-P1-K1-B12 

Method BLASTX 

NCBI GI g2570511 

BLAST score 485 

E value 5.0e-49 

Match length 92 

% identity 99 

NCBI Description {AF022738) chlorophyll a-b binding protein [Oryza sativa] 

Seq. No. 402870 

Seq. ID LIB3431-058-P1-K1-B2 

Method BLASTX 

NCBI GI g3850566 

BLAST score 236 

E value l.Oe-22 

Match length 156 

% identity 40 

NCBI Description (AC005278) F15K9,3 [Arabidopsis thaliana] 

Seq. No. 402871 

Seq. ID LIB3431-058-P1-K1-B3 

Method BLASTN 

NCBI GI g5730046 

BLAST score 35 

E value 3.0e-10 

Match length 35 

% identity 100 

NCBI Description Homo sapiens solute carrier family 17 (sodium phosphate). 
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member 3 (SLC17A3) mRNA >gi_2062691_gb_U90545_HSU90545 
Hximan sodium phosphate transporter (NPT4) mRNA, complete 
cds 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



402872 

LIB3431-058-P1-K1-B5 

BLASTX 

g430947 

360 

3.0e-34 

102 

71 

(U01103) PSI type III chlorophyll a/b-binding protein 
[Arabidopsis thaliana] 

402873 

LIB3431-058-P1-K1-B6 

BLASTX 

gl32105 

468 

4.0e-52 

101 

100 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi__68 0 94_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi__2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 

402874 

LIB3431-058-P1-K1-B7 

BLASTX 

g21839 

734 

5.0e-78 

148 

93 

(X57952) phosphoribulokinase [Triticum aestivum] 
402875 

LIB3431-058-P1-K1-B8 

BLASTX 

g82080 

152 

4.0e-10 

68 

51 

chlorophyll a/b-binding protein type III precursor - tomato 

>gi__226872_prf 1609235A chlorophyll a/b binding protein 

[Lycopersicon esculentum] 

402876 

LIB3431-058-P1-K1-B9 
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Metnoa 


BLASTX 




go / 1 / 4 U 


BLAST score 


588 


E value 


5,0e-61 * 


Match length 


T Art 

108 


% identity 


100 


NCBI Description 


(X84730) ribulose-bisphosphate carboxylase 




construct] 


Seq. No. 


402877 


Seq. ID 


LIB3431-058-P1-K1-C1 


jyietnoa 


BLASTX 


NCBI GI 


g2lyll3o 


BLAST score 


310 


E value 


3.0e-28 


Match length 


136 


-s identity 


53 


NCBI Description 


(AF007269) A_IG002N01 . 18 gene product [Arab. 




thaliana] 


Seq. No. 


402878 


beq. ID 


LIB3431-UOO-P1-K1-C10 


Metnoa 


BLASTX 


NCBI GI 


gl001355 


BLAST score 


228 


E value 


7 . Oe-19 


Match length 


119 


% identity 


42 


NCBI Description 


(D64006) auxm-mduced protein [Synechocyst: 


Seq. No. 


402879 


Seq. ID 


LIB3431-Q58-P1-K1-C12 


Method 


BLASTN 


NCBI GI 


g606816 


BLAST score 


229 


E value 


l.Oe-126 


Match length 


229 


% identity 


100 


NCBI Description 


Oryza sativa chloroplast carbonic anhydrase 




cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402880 

LIB3431-058-P1-K1-C2 

BLASTX 

gl698548 

664 

8.0e-70 

155 

78 

(U58971) calmodulin-binding protein [Nicotiana tabacuiti] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



402881 

LIB3431-058-P1-K1-C3 

BLASTN 

g2570512 

283 

l.Oe-158 
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Match length 

% identity 

NCBI Description 



O 

367 
94 

Oryza sativa chlorophyll a-b binding protein mRNA, 
cds 



complete 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402882 

LIB3431-058-P1-K1-C4 

BLASTN 

g3789951 

66 

l.Oe-28 

162 

85 

Oryza sativa chlorophyll a/b-binding protein presursor 
(Cab27) mRNA, nuclear gene encoding chloroplast protein, 
complete cds 

402883 

LIB3431-058-P1-K1-C5 

BLASTX 

g4678949 

517 

l.Oe-52 

123 
79 

{AL049711) dihydrolipoamide S-acetyltransf erase precursor 
[Arabidopsis thaliana] 

402884 

LIB3431-058-P1-K1-C6 

BLASTX 

g4531444 

482 

2.0e-48 

142 

66 

{AC006224) putative protein kinase [Arabidopsis thaliana] 
402885 

LIB3431-058-P1-K1-C7 

BLASTX 

gl421730 

753 

3.0e-80 

146 

95 

{U43082) RF2 [Zea mays] 
402886 

LIB3431-058-P1-K1-C8 

BLASTX 

gl698548 

302 

2.0e-32 

131 

54 

(U58971) calmodulin-binding protein [Nicotiana tabacum] 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402887 

LIB3431-058-P1-K1-C9 

BLASTX 

g5816996 

325 

4.0e-30 

88 

73 

{AL110123) ribosomal protein L32-like protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402888 

LIB3431-058-P1-K1-D1 

BLASTX 

g4587563 

301 

2.0e-27 

81 

77 

(AC006550) Similar to gb_U51990 pre -luRNA- splicing factor 
hPrplS from Homo sapiens. ESTs gb_T46391 and gb_AA721815 
come from this gene. [Arabidopsis thaliana] 





Seq. No. 


402889 




Seq. ID 


LIB3431-058-P1-K1-D10 




Method 


BLASTN 




NCBI GI 


g6015437 




BLAST score 


38 




E value 


7.0e-12 




Match length 


50 




%. identity 


67 




NCBI Description 


Homo sapiens PEXl mRNA, 




Seq. No. 


402890 




Seq. ID 


LIB3431-G58-P1-K1-D11 




Method 


BLASTX 




NCBI GI 


gll5796 




BLAST score 


482 




E value 


4.Ge-55 




Match length 


112 




% identity 


96 




NCBI Description 


CHLOROPHYLL A-B BINDING 






CAB) (LHCP) >gi_218174j 






light -harvesting chloro] 






sativa] 




Seq. No. 


402891 




Seq. ID 


LIB3431-058-P1-K1-D12 




Method 


BLASTX 




NCBI GI 


g6016151 




BLAST score 


492 




E value 


9.0e-50 




Match length 


128 




% identity 


77 




NCBI Description 


IMMUNOGLOBULIN BINDING : 



PROTEIN PRECURSOR 



{LHCII TYPE 
42) type II 



PROTEIN HOMOLOG 3 PRECURSOR (HEAT 
SHOCK PROTEIN 70 HOMOLOG 3) >gi_1575130 (U58209) lumenal 
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binding protein cBiPe3 [Zea mays] 



Seq. No. 402892 

Seq. ID LIB3431-058-P1-K1-D2 

Method BLASTX 

NCBI GI gl5961 

BLAST score 259 

E value 3.0e-22 

Match length . 92 

% identity 48 

NCBI Description (Z12621) precursor alliinase [Allium cepa] 

Seq. No. 402893 

Seq. ID LIB3431-058-P1-K1-D3 

Method BLASTN 

NCBI GI g4097337 

BLAST score 304 

E value l.Oe-170 

Match length 368 

% identity 99 

NCBI Description Oryza sativa metallothionein-like protein mRNA, complete 
cds 



Seq. No. 


402894 


Seq. ID 


LIB3431-058-P1-K1-D4 


Method 


BLASTX 


NCBI GI 


gl707998 


BLAST score 


510 


E value 


6.0e-52 


Match length 


117 


% identity 


85 


NCBI Description 


SERINE HYDROXYMETHYLTRANSFERASE, MITOCHONDRIAL PRECURSOR 




(SERINE METHYLASE) (GLYCINE HYDROXYMETHYLTRANSFERASE) 




(SHMT) >gi_481944_pir S40218 glycine 




hydroxymethyl transferase (EC 2.1.2.1) - potato 




>gi_438247_emb_CAA81082_ (Z25863) glycine 




hydroxymethyltransf erase [Solaniom tuberosum] 


Seq. No. 


402895 


Seq. ID 


LIB3431-058-P1-K1-D6 


Method 


BLASTX 


NCBI GI 


gl835731 


BLAST score 


564 


E value 


3.0e-58 


Match length 


110 


% identity 


99 


NCBI Description 


(U86018) photosystem II 10 kDa polypeptide [Oryza sativa] 


Seq. No. 


402896 


Seq. ID 


LIB3431-058-P1-K1-D7 


Method 


BLASTX 


NCBI GI^ 


g2130043 


BLAST score 


600 


E value 


3.0e-62 


Match length 


145 


% identity 


82 


NCBI Description 


Mg-chelatase chain Xantha-h - barley (fragment) >gi_847873 
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{U26545) Mg-chelatase siibunit [Hordeum vulgare] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402897 

LIB3431-058-P1-K1-D8 

BLASTX 

gll5787 

679 

l.Oe-71 

152 

89 

CHLOROPHYLL A-B BINDING PROTEIN 2 PRECURSOR (LHCII TYPE I 

CAB-2) (LHCP) >gi_82461_pir S03706 chlorophyll a/b-binding 

protein 2R precursor - rice >gi_20182__emb__CAA32109_ 
(X13909) chlorophyll a/b-binding preprotein (AA -28 to 235) 
[Oryza sativa] 

402898 

LIB3431-058-P1-K1-E10 

BLASTX 

g482311 

551 

8.0e-57 

109 

96 

photosystem II oxygen-evolving complex protein 1 - rice 

(strain Nihonbare) >gi_739292_prf 2002393A oxygen-evolving 

complex protein 1 [Oryza sativa] 





Seq. No. 


402899 




Seq. ID 


LIB3431-058-P1-K1-E12 




Method 


BLASTN 




NCBI GI 


g20243 




BLAST score 


145 




E value 


l.Oe-75 




Match length 


169 




% identity 


95 




NCBI Description 


0. sativa GP28 gene (partial) 




Seq. No. 


402900 




Seq. ID 


LIB3431-058-P1-K1-E2 




Method 


BLASTX 




NCBI GI 


g543711 




BLAST score 


191 




E value 


2.0e-18 




Match length 


86 




% identity 


70 



NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



14-3-3-LIKE PROTEIN S94 >gi_4197 96_pir S30927 14-3-3 

protein homolog - rice >gi_303859_dbj_BAA03711_ (D16140) 
brain specific protein [Oryza sativa] 

402901 

LIB3431-058-P1-K1-E4 

BLASTX 

gl32105 

479 

3.0e-48 
109 
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o • 

% identity 85 

NCBI Description RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi__218208_dbj_BAA00538___ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402902 

LIB3431-058-P1-K1-E5 

BLASTX 

gl32105 

372 

8.0e-36 

90 
82 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68 094__pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
{D00643) small subunit of ribulose-l, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 



Seq. No. 


402903 


Seq. ID 


LIB3431-058-P1-K1-E7 


Method 


BLASTX 


NCBI GI 


g2570511 


BLAST score 


244 


E value 


7.0e-21 


Match length 


86 


% identity 


57 


NCBI Description 


(AF022738) chlorophyll 


Seq. No. 


402904 


Seq. ID 


LIB3431-058-P1-K1-E8 


Method 


BLASTX 


NCBI GI 


gl32105 


BLAST score 


396 


E value 


2.0e-59 


Match length 


133 


% identity 


86 


NCBI Description 


RIBULOSE BISPHOSPHATE i 



a~b binding protein [Oryza sativa] 



BOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chair 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 15 08 25 6A ribulose bisphosphate 

carboxylase S [Oryza sativa] 
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Seq. No. 


402905 


beq. ID 


LIBJ4^1-0ao-Pl-Kl-E9 


1X16 Ti.no a 








BLAST score 


212 


E value 


7.0e-17 


Mat: CXI lengt n 


io / 


-s laentxty 


40 


NCBI Description 


(Z 97341) growth regulator like protein [Arabidopsis 




thaliana] 


Seq, No. 


402906 


Seq. ID 


LIB3431-058-P1-K1-F12 


Method 




NCBI GI 


g3885894 


BLAST score 


447 


E value 


O A « A A 

2 . Oe-44 


Match length 


lUl 


% identity 


87 


NCBI Description 


(AFU93b3b) photosystem-1 H subunit G0S5 [Oryza sativa] 


Seq. No. 


402907 


Seq. ID 


LIB3431-058-P1-K1-F2 


Method 


BLASTX 


NCBI GI 


«ACA1 T AA 

gz501189 


r5j_Lrt.o 1 score 




E value 




Match length 


107 


% identity 


88 


NCBI Description 


THIAMINE BIOSYNTHETIC ENZYME 1-1 PRECURSOR 




>gi_2130146_pir S61419 thiamine biosynthetic enzyme thil- 




- maize >gi_596078 {U17350) thiamine biosynthetic enzyme 




[Zea mays] 


Seq. No. 


402908 


Seq. ID 


LIB3431-058-P1-K1-F4 


Method 


BLASTX 


IMUJdI Val 


gz yz4Dzu 


BLAST score 


486 


E value 


6.0e-49 


Match length 


151 


% identity 


63 


NCBI Description 


(AL022023) plasma membrane intrinsic protein (SIMIP) 




[Arabidopsis thaliana] 


Seq, No. 


402909 


Seq. ID 


LIB3431-058-P1-K1-F8 


Method 


BLAS TX 


NCBI GI 


g3126854 


BLAST score 


713 


E value 


1. Oe-75 


Match length 


133 


% identity 


98 


NCBI Description 


(AF061577) chlorophyll a/b binding protein [Oryza sativa] 


Seq. No. 


402910 


Seq. ID 


LIB3431-058-P1-K1-F9 
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Metnoa 


T3T 7\ OTTM 

dLAo i JN 


NCBI GI 


g3821780 


BLAST score 


34 


E value 


2 . Oe-09 


Match length 


34 


% identity 


100 


NCBI Description 


Xenopus laevis cDNA clone 2' 


Seq. No. 


402911 


Seq. ID 


LIBi4il-u5o-Pl-Kl-Gl 


Method 


TIT 7\ OHTM 

BLASTN 


NCBI GI 


g20262 


BLAST score 


300 


E value 


1 . Oe-168 


Match length 


o o o 


% identity 


98 


NCBI Description 


O.sativa light-induced mRNA 


Seq. No. 


402912 


Seq. ID 


LIB3431-058-P1-K1-G10 


Method 


BLAS TX 




g4oo izu / 


BLAST score 


570 


E value 


6.0e-61 


Match length 


145 


% identity 


81 


NCBI Description 


{Y17914) cyclic nucleotide ; 



channel [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402913 

LIB3431-058-P1-K1-G12 

BLASTX 

g417260 

416 

l.Oe-40 

127 

66 

LIGHT REGULATED PROTEIN PRECURSOR >gi_422003_pir S33632 

lirl protein - rice >gi_20263_emb_CAA48706_ (X68807) 
light-regulated gene [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402914 

LIB3431-058-P1-K1-G3 

BLASTX 

g4538934 

275 

4.0e-24 

102 

53 

(AL049483) putative leucine-rich-repeat protein 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



402915 

LIB3431-058-P1-K1-G4 

BLASTN 

g3885891 

118 
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E value 
Match length 
% identity 
NCBI Description 



9.0e-60 

163 

99 

Oryza sativa photosystem-1 F subunit precursor (PSI-F) 
mRNA, complete cds 



Seq. No. 


402916 


Seq. ID - 


LIB3431-058-P1-K1-G5 


Method 


T-) T TV C rn V 

BLASTX 


NCBI GI 


g2407279 


BLAST score 


277 


E value 


6. Oe-25 


Match length 


78 


% identity 


n 1 
/ 1 


NCBI Description 


(AF017362) aldolase [Oryza sativa] 


Seq. No. 


402917 


Seq. ID 


LIB3431-058-P1-K1-G7 


Method 


BLASTX 


NCBI GI 


gl36636 


BLAST score^ 


197 


E value 


9*0e-20 


Match length 


54 


% identity 


88 


NCBI Description 


UBIQUITIN-CONJUGATING ENZYME E2-17 



I 1 {UBIQUITIN-PROTEIN 
LIGASE 1) (UBIQUITIN CARRIER PROTEIN 1) 

>gi_1076424_pir S43781 ubiquitin-conjugating enzyme UBCl - 

Arabidopsis thaliana >gi_442594__pdb_lA7^_ Ubiquitin 
Conjugating Enzyme (E.C. 6. 3. 2 . 19) >gi_2981894_pdb_2AAK_ 
Ubiquitin Conjugating Enzyme From Arabidopsis Thaliana 
>gi_166924 (M62721) ubiquitin carrier protein [Arabidopsis 
thaliana] >gi_431260 {L19351) ubiquitin conjugating enzyme 
[Arabidopsis thaliana] 



Seq. No. 


402918 


Seq. ID 


LIB3431-058-P1-K1-G9 


Method 


BLASTX 


NCBI GI 


g3004565 


BLAST score 


230 


E value 


6. Oe-25 


Match length 


143 


% identity 


48 


NCBI Description 


(AC003673) putative protein kinase 


Seq. No. 


402919 


Seq. ID 


LIB3431-058-P1-K1-H11 


Method 


BLASTX 


NCBI GI 


gl32105 


BLAST score 


550 


E value 


2.0e-56 


Match length 


113 


% identity 


91 


NCBI Description 


RIBULOSE BISPHOSPHATE CARBOXYLASE ; 



SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_680 94_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
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Seq. No. 

Seq* ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 

402920 

LIB3431-058-P1-K1-H12 

BLASTX 

g5916444 

240 

4.0e-20 

120 

40 

(AC007633) putative protein [Arabidopsis thaliana] 
402921 

LIB3431-058-P1-K1-H2 

BLASTX 

g3789954 

607 

3,0e-63 

120 

95 

(AF094776) chlorophyll a/b-binding protein precursor [Oryza 
sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



402922 

LIB3431-058-P1-K1-H6 

BLASTX 

g4585882 

446 

2.0e-44 

117 

74 

(AC005850) PSI type III chlorophyll a/b-binding protein 
[Arabidopsis thaliana] 

402923 

LIB3431-058-P1-K1-H8 

BLASTX 

gl32105 

455 

2.0e-45 

106 

84 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 

402924 

LIB3431-058-P1-K1-H9 
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JdXjAo i A 




goyxoUXo 


DijfiOl scoj.e 


ODD 


E value 


l.Oe-60 


Match length 


118 


% identity 


XUU 


jnudi Jjescriprion 


FRUCTObE-BXbPHOoPHATE ALDOLASE, CHLOROPLAST PRECURSOR 




(ALDP) >gx_218155_dbj_BAA02730_ {D13513) chloroplastic 




axuoxase [uryza sauivaj 


Seq. No. 


yi n o A o IT 

402925 


beq, xu 


LXBo4oX-U0o-PX-NX-AX 


ixie LHoa 


T3T 2i QTV 
OXiflO J. A 




gu j004 OO 


BLAST score 


324 


E value 


2.0e-38 


Match length 


XUb 


■6 laentiity 


o c 


NCBI Description 


(AC004218) putatxve rxbosomal protexn L35 [Arabxdopsxs 




thaliana] 


Seq. No. 


402926 


beq. Xu 


LIB34 Jx-Obo-Pl-Nl-AlO 


Metnod 


BLASTX 


LNL/DX oX 


gzz / 4 yo o 


BLAST score 


281 


E value 


8.0e-25 


Match length 


A /" 

96 


% xdentxty 


55 


NCBI Descriptxon 


{AJ000226) partxal sequence, homology to serine 




hydroxymethyltransf erases [Hordeum vulgare] 


Seq. No. 


402927 


Seq. ID 


LIB3431-05o-Pl-Nl-All 


Method 


OT 7\ O TV 

bXiAblA 


LNL/DX LjX 


gox / ouu 




O X ± 


E value 


l.Oe-28 


Match length 


77 


% xdentity 


Q 1 

ol 


NCBI Description 


(M87435) precursor of the oxygen evolvxng complex 17 kDa 




protexn [Zea mays] >gx_444338_prf 1906386A photosystem . 




0E17 protein [Pisum sativum] 


Seq. No. 


402928 


Seq. ID 


LIB3431-058-P1-N1-A12 


Method 


TUT "A Onrv 


NCBI GI 


g3345477 


BLAST score 


216 


E value 


2 , Oe-17 


Match length 


40 


% identity 


100 


NCBI Description 


(AB016283) carbonic anhydrase [Oryza sativa] 


Seq. No. 


402929 


Seq. ID 


LIB3431-058-P1-N1-A2 


Method 


BLASTX 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl514643 
168 

3.0e-26 

144 

45 

(Z70524) PDR5-like ABC transporter [Spirodela polyrrhiza] 
402930 

LIB3431-058-P1-N1-A3 

BLASTN 

gll59878 

50 

7.0e-19 

82 

90 

A.fatua mRNA for DNA-binding protein (clone ABF2) 
402931 

LIB3431-058-P1-N1-A4 

BLASTN 

g2072554 

313 

l.Oe-175 

313 
100 

Oryza sativa metallothionein-like protein mRNA, complete 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402932 

LIB3431-058-P1-N1-A5 

BLASTN 

g2570510 

131 

2.0e-67 

267 

88 

Oryza sativa chlorophyll a-b binding protein mRNA, 
cds 



complete 



Seq. No. 

Seq. ID 

Method 

NCBI GJ 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402933 

LIB3431-058-P1-N1-A7 

BLASTX 

g671740 

431 

2.0e-42 

80 
96 

{X84730) ribulose-bisphosphate carboxylase [synthetic 
construct] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



402934 

LIB3431-058-P1-N1-B10 

BLASTX 

g3885886 

244 

l.Oe-22 
53 
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% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



86 

{AF093631) 



Rieske Fe-S precursor protein [Oryza sativa] 



402935 

LIB3431-058-P1-N1-B11 

BLASTX 

g2582381 

144 

l.Oe-08 

31 

87 

{AF021220) ^cation-chloride co-transporter 
tabacum] 



[Nicotiana 



402936 

LIB3431-058-P1-N1-B12 

BLASTX 

gll5793 

396 

2.0e-38 

78 

95 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE III PRECURSOR 

(CAB) >gi_7274 9_pir CDBH3 chlorophyll a/b-binding protein 

type III precursor - barley >gi_19023_einb_CAA44881_ 
(X63197) type III LHCII CAB precursor protein [Hordeum 
vulgare] 

402937 

LIB3431-058-P1-N1-B2 

BLASTX 

g3924605 

227 

8.0e-19 

53 

72 

(AF069442) putative inhibitor of apoptosis [Arabidopsis 
thaliana] 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



402938 

LIB3431-058-P1-N1-B5 

BLASTX 

gll5813 

201 

2.0e-15 

46 

83 

CHLOROPHYLL A-B BINDING PROTEIN 8 PRECURSOR (LHCI TYPE III 
CAB-8) >gi_19182__einb_CAA33330_ {X15258) Type III 
chlorophyll a/b-binding protein [Lycopersicon esculentum] 

402939 

LIB3431-058-P1-N1-B6 

BLASTX 

g4038663 

282 

4.0e-38 
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Match length 


yo 


% identity 


1 1 


NCBI Description 


{AB020929) ribulose-1, 5-bisphosphate carboxylase/oxygenase 




small subunit [Aegilops speltoides] 


Seq. No. 


402940 


beq. ID 


TTtao/iOi ACQ "ni "kti m 
LlBo4 Jl-Uoo-rl-Ni-B / 


Method. 


CLiiiO i IN 


NCBI GI 


g21838 


BLAST score 


67 


E value 


o . ue-zy 


Match length 


o n T 

zO / 


% identity 


84 


NCBI Description 


T.aestivuiQ PRK gene for ribulose-5— phosphate kinase 


Seq, No. 


402941 


oeq. xD 


Llbo4 Jl — Uoo-rl-JNl-rio 


MetaOCt 


BLASTX 


NCBI GI 


gll5813 


BLAST score 


O c 
ZDD 


E value 


6.0e-23 


Match length 


97 


-6 identity 


61 


NCBI Description 


CHLOROPHYLL A-B BINDING PROTEIN 8 PRECURSOR (LHCI TYPE III 




CAB-8) >gi_19182 emb CAA33330 {X15258) Type III 




chlorophyll a/b-bindmg protein [Lycopersicon esculentum] 


Seq. No. 


402942 


Seq. ID 


LIBo431-Uo8-Pl-Nl-B9 


Method 


bLAb i A 




gi^z luo 


BLAST score 


396 


E value 


2.0e-38 


Match length 


73 


% identity 


99 


NCBI Description 


RIBULOSS BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 



(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402943 

LIB3431-058-P1-N1-C1 

BLASTX 

g2191138 

390 

l.Oe-37 

91 

78 

(AF007269) A_IG002N01 . 18 gene product [Arabidopsis 
thaliana] 



Seq. No. 



402944 
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oeq. xu 








NCBI GI 


g3345476 


BLAST score 


86 


E value 


X . ue— 4 u 


Match length 


oor\ 


% identity 


oo 


iNUoj. uescj-xpLion 


vjxyza sai-Xva gene xox caxxjoxixo ciiiiiy(-ixa.oe^ ovjiiipxeue 


oeq. NO. 


4 174 0 


oecj, xu 


XiXoO 4oX UOo rX l.NX k>Z 






NCBI GI 


g483410 


BLAST score 


216 


E value 


X . ue*"ZX 


Match length 


1 a 
I o 


^ Identity 


/ y 


LnUJdX L/SoCXXpt iOIX 


\JjUX*i;70/ V^Cl-LllL(w;U.U.-L XiJ. UXllUXliy pi.(JUe-Lii \_Lx*:^ai. iUciyoJ 


beg. iNO. 




Qorr xn 
oeq. xu 


T XR'^4'^1 -ORP-PI —Ml —C'\ 
XiXDj^OX UOO Z 1. LNX 


}n ^ 


OXJXT.O i A 


WObX bl 


gxxoouz 


i3XiH.o 1 score 




E value 


J . ue-zx 


Marcn xengrn 


A Q 


% identity 


98 


NCBI Description 


CHLOROPHYLL A-B BINDING PROTEIN 36 PRECURSOR (LHCII TYPE 




CAo-obj (LhLr) ^gi xuuoxxjjxr bzxoz/ cnxoropnyxx 




a/b-binding protein (cab--36) — cominon tobacco 




>gx 19827 emb CAA41xoo (XoozoU) cnloropnyix a/o Dxnctxng 




protein [Nicotiana tabacuiti] 


Seg. No. 




beg. xu 


XiXd04 OX-UOo — r X— InX— 


Method 


■QT TVCTTNT 




go / 0 y yox 


oLAoi score 


xoo 


lit V CtJ- U." 




Match length 


233 


% identity 


92 


NCBI Description 


Oryza sativa chlorophyll a/b-binding protein presursor 




(Cab27) mRNA, nuclear gene encoding chloroplast protein. 




complete cds 



Seg. No. 
Seg. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402948 

LIB3431-058-P1-N1-C5 

BLASTX 

g4678949 

428 

5.0e-42 

104 

77 

(AL049711) dihydrolipoamide S-acetyltransf erase precursor 
[Arabidopsis thaliana] 



Seg. No. 



402949 
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otstj • ±u 


-HSP — PI -Kfl — PQ 






DT nqrpY 

DS-iri.O -LA. 






yoo X O^^Q 




BLAST score 


514 




E value 


4.0e-52 




Maucn j-enguu 


XX D 




% identity 






NCBI Description 


(AL110123) ribosoitial protein L32-like protein [Arabidopsi; 






tha liana ] 




oec5. iNo» 


A no Q c; n 




oeq. -LL' 


XiXnOfioX — UDo~*rX-"JN X~*UXU 










NCBI GI 


gl617197 




BLAST score 


264 




E value 


/ . ue zo 




ixiatcn xengun 


/ X 




% identity 


oo 






^Zi/z^ooj v-'irxz LLNXootxana uaJjacuiuj 




beq. JNo. 






oeq, ±u 


LjXnJ4 JX UOO r X IN X UXX 


CO 




DXiiio 1 A 




NCBI GI 


g3126854 




BLAST score 


249 


n 


E value 


y . Ue-oo 




Match length 


85 


y ^ 


■s Identity 


96 




NCBI Description 


{AF061577) chlorophyll a/b binding protein [Oryza sativa] 




Seq. No. 


A A O fi C O 

4U2yo2 






X»XdJ4 JX UOo r X JNX JJXZ 




Method 








y ZZ 0 / U U D 




BLAST score 


269 




E value 


l.Oe-149 




Matcn xengtn 


'3/11 

o41 




% identity 


yy 




NCBI Description 


Oryza sativa endosperm lumenal binding protein (BiP) mRNA, 






complete cds 




beq. No, 


;i n o n c 




beq. ±u 


T Tia'3/1'51 —ORQ — Dl _M1 _n9 

1iXJdJ4oX — UDo rX — NX — Uz 






oXiiiO 1 A 






gx b bo4 X 




BLAST score 


266 




E value 


5.0e-23 




JXiatcn lengtri 


o o 
oo 




-6 Identity 


c c 
OD 




NCBI Description 


{My8z67) allxinase [Allium cepaj >gx 1044969 (L48614) 






allinase [Allium cepa] 




Seq. No. 


402954 




Seq. ID 


LIB3431-058-P1-N1-D3 




Method 


BLASTN 




NCBI GI 


g4097337 




BLAST score 


487 
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E value 
Match length 
% identity 
NCBI Description 



0 



O.Oe+00 
4 95 
100 

Oryza sativa metallothionein-like protein mRNA, complete 
cds 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

%- identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match' length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



402955 

LIB34 31-058-P1-N1-D4 

BLASTN 

g438246 

57 

5.0e-23 

77 

94 

S. tuberosum mRNA for glycine hydroxymethyltransf erase 
402956 

LIB3431-058-P1-N1-D6 

BLASTX 

gl31400 

276 

2.0e-35 

113 

62 

PHOTOSYSTEM II 10 KD POLYPEPTIDE PRECURSOR 

>gi_81471_pir S00409 photosystem II lOK protein precursor 

- spinach >gi_170127 (J03887) lOkd polypeptide precursor 
[Spinacia oleracea] 



402957 

LIB3431-058-P1-N1-D7 

BLASTX 

g3334149 

206 

4.0e-22 

64 

91 

MAGNESIUM-CHELATASE SUBUNIT CHLI 
{MG-PROTOPORPHYRIN IX CHELATASE) 
protoporphyrin chelatase subunit 



PRECURSOR 

>gi_2323329 (AF014053) 
[Nicotiana tabacum] 



Mg 



402958 

LIB3431-058-P1-N1-D8 

BLASTX 

g693920 

416 

l.Oe-40 

80 
97 

(U21113) chlorophyll a/b binding protein 
tuberosum] 

402959 

LIB3431-058-P1-N1-E1 

BLASTX 

g400989 

544 



[Solanum 



51796 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



l.Oe-55 

137 

73 

50S RIBOSOMAL PROTEIN L24, CHLOROPLAST PRECURSOR {CL24) 

>gi_322771_pir ^A45113 ribosomal protein L24 precursor - 

common tobacco >gi_170273 (M87838) ribosomal protein L24 
[Nicotiana tabacum] >gi_170324 (M87839) ribosomal protein 
L24 [Nicotiana tabacum] 

402960 

LIB3431-058-P1-N1-E10 

BLASTX 

g482311 

502 

l.Oe-50 

99 

99 

photosystem II oxygen-evolving complex protein 1 - rice 

(strain Nihonbare) >gi_739292_prf 2002393A oxygen-evolving 

complex protein 1 [Oryza sativa] 

402961 

LIB3431-058-P1-N1-E12 

BLASTN 

g20243 

145 

l.Oe-75 

169 

95 

0. sativa GP28 gene (partial) 
402962 

LIB3431-058-P1-N1-E2 

BLASTN 

g303858 

68 

9.0e-30 

147 

87 

Rice mRNA for brain specific protein 
cds 



(S94 gene), complete 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402963 

LIB3431-058-P1-N1-E4 

BLASTX 

gl32105 

289 

4.0e-49 

97 

99 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi__68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA0Q538__ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 



51797 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 

402964 

LIB3431-058-P1-N1-E5 

BLASTX 

gl32105 

325 

2.0e-47 

94 

99 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538__ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 

402965 

LIB3431-058-P1-N1-E7 

BLASTX 

gll5794 

439 

l.Oe-66 

134 

92 

CHLOROPHYLL A-B BINDING PROTEIN 13 PRECURSOR (LHCII TYPE 

III CAB-13) >gi_72748_pir CDT033 chlorophyll a/b-binding 

protein type III precursor (cab-13) - tomato 
>gi_19277_emb_CAA42818_ (X60275) LHCII type III 
[Lycopersicon esculentiom] 



Seq. No. 


402966 


Seq. ID 


LIB3431-058-P1-N1-F11 


Method 


BLASTX 


NCBI GI 


g2245106 


BLAST score 


328 


E^ value 


2.0e-30 


Match length 


80 


% identity 


70 


NCBI Description 


(Z97343) thioesterase : 


Seq. No. 


402967 


Seq. ID 


LIB3431-058-P1-N1-F12 


Method 


BLASTX 


NCBI GI 


g3885894 


BLAST score 


517 


E value 


2.0e-52 


Match length 


115 


% identity 


87 


NCBI Description 


{AF093635) photosystem- 


Seq. No. 


402968 


Seq. ID 


LIB3431-058-P1-N1-F2 



-1 H subunit G0S5 [Oryza sativa] 



51798 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g2501190 

325 

6.0e-30 

85 

81 

THIAMINE BIOSYNTHETIC ENZYME 1-2 PRECURSOR 

>gi_2130147_pir S61420 thiamine biosynthetic enzyme thil-2 

- maize >gi_596080 (017351) thiamine biosynthetic enzyme 
[Zea mays] 

402969 

LIB3431-058-P1-N1-F3 

BLASTX 

gll5871 

236 

2.0e-31 

103 

60 

[Segment 2 of 2] SERINE CARBOXYPEPTIDASE II CHAINS A AND B 
(CARBOXYPEPTIDASE D) (CPDW-II) (CP-WII) 

>gi_82623_pir B29639 serine-type carboxypeptidase (EC 

3.4,16.1) II B chain - wheat >gi_1421108_pdb_lBCR_B Chain 
B, Complex Of The Wheat Serine Carboxypeptidase, Cpdw-Ii, 
With The Microbial Peptide Aldehyde Inhibitor, Antipain, 
And Arginine At Room Temperature >gi_1421113_pdb_lBCS_B 
Chain B, Complex Of The Wheat Serine Carboxypeptidase, 
Cpdw-Ii, With The Microbial Peptide Aldehyde Inhibitor, 
Chymostatin, And Arginine At 100 Degrees Kelvin 
>gi_226041_prf 1408164B CPase II B [Triticum aestivum] 



Seq, No. 


402970 


Seq. ID 


LIB3431-058-P1-N1-F4 


Method 


BLASTX 


NCBI GI 


g3158476 


BLAST score 


217 


E value 


8.0e-31 


Match length 


89 


% identity 


78 


NCBI Description 


{AF067185) aquaporin 2 [Samanea saman] 


Seq. No. 


402971 


Seq. ID 


LIB3431-058-P1-N1-F5 


Method 


BLASTX 


NCBI GI 


g4960154 


BLAST score 


318 


E value 


4.0e-29 


Match length 


73 


% identity 


85 


NCBI Description 


{AF153283) putative progesterone-binding 




[Arabidopsis thaliana] 


Seq. No. 


402972 


Seq. ID 


LIB3431-058-P1-N1-F6 


Method 


BLASTN 


NCBI GI 


g505134 


BLAST score 


209 



51799 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



l.Oe-114 

305 

93 

Rice mRNA for ferredoxin, complete cds 
402973 

LIB3431-058-P1-N1-F8 

BLASTX 

g3126854 

411 

4.0e-54 

113 

96 

(AFO 61577) chlorophyll a/b binding protein [Oryza sativa] 
402974 

LIB3431-058-P1-N1-G1 

BLASTX 

g417260 

255 

l.Oe-24 

79 

69 

LIGHT REGULATED PROTEIN PRECURSOR >gi_422003___pir S33632 

lirl protein - rice >gi_20263_emb__CAA48706_ (X68807) 
light-regulated gene [Oryza sativa] 

402975 

LIB3431-058-P1-N1-G10 

BLASTX 

g517500 

301 

2.0e-27 

89 

70 

(M87435) precursor of the oxygen evolving complex 17 kDa 

protein [Zea mays] >gi_444338_prf 1906386A photosystem II 

0E17 protein [Pisum sativum] 

402976 

LIB3431-058-P1-N1-G12 

BLASTX 

g417260 

411 

5.0e-40 

128 

66 

LIGHT REGULATED PROTEIN PRECURSOR >gi_422003_pir S33632 

lirl protein - rice >gi_20263_emb_CAA48706_ {X68807) 
light-regulated gene [Oryza sativa] 

402977 

LIB3431-058-P1-N1-G4 

BLASTX 

g3885892 

513 

4.0e-52 



51800 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



96 
100 

(AF093634) photosystem-1 F subunit precursor [Oryza sativa] 
402978 

LIB3431-058-P1-N1-G8 

BLASTX 

g548603 

543 

l,0e-55 

108 

95 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT II PRECURSOR 
(PHOTOSYSTEM I 20 KD SUBUNIT) (PSI-D) 

>gi_478404_pir JQ2247 photosystem I chain D precursor - 

barley >gi_167085 (M98254) PSI-D subunit [Hordeum vulgare] 





Seq. No. 


402979 




Seq. ID 


LIB3431-058-P1-N1-G9 




Method 


BLASTX 


^ in 


NCBI GI 


g3004565 




BLAST score 


188 




E value 


2.0e-18 




Match length 


94 




% identity 


52 


u 


NCBI Description 


(AC003673) putative protein kinase 




Seq. No. 


402980 




Seq. ID 


LIB3431-058-P1-N1-H11 




Method 


BLASTX 




NCBI GI 


gl32105 




BLAST score 


234 




E value 


4.0e-21 




Match length 


70 




% identity 


81 




NCBI Description 


RIBULOSE BISPHOSPHATE CARBOXYLASE , 



[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1,1,39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208__dbj_BAA00538_ 
{D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi__226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 

402981 

LIB3431-058-P1-N1-H2 

BLASTX 

g3789954 

339 

l,0e-54 

110 

95 

(AF094776) chlorophyll a/b-binding protein precursor [Oryza 
sativa] 



Seq. No. 



402982 



51801 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3431-058-P1-N1-H8 

BLASTX 

gl32105 

482 

2.0e-48 

99 

89 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68 094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4,1.1*39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375__prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 



Seq. No. 


402983 


Seq. ID 


LIB3431-058-P1-N1-H9 


Method 


BLASTX 


NCBI GI 


g2407279 


BLAST score 


206 


E value 


4.0e-16 


Match length 


43 


% identity 


98 


NCBI Description 


(AF017362) aldolase [Oryza sativa] 


Seq. No. 


402984 


Seq, ID 


LIB3431-059-P1-K1-A10 


Method 


BLASTX 


NCBI GI 


gll5787 


BLAST score 


571 


E value 


4.0e-59 


Match length 


111 


% identity 


98 


NCBI Description 


CHLOROPHYLL A-B BINDING PROTEIN 2 PRECURSOR 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq, ID 
Method 
NCBI GI 



(LHCII TYPE I 

CAB-2) (LHCP) >gi_82461_pir S03706 chlorophyll a/b-binding 

protein 2R precursor - rice >gi_20182_emb_CAA32109_ 
(X13909) chlorophyll a/b-binding preprotein (AA -28 to 235) 
[Oryza sativa] 

402985 

LIB3431-059-P1-K1-A11 

BLASTX 

g6006871 

333 

4.0e-31 

126 

52 

(AC009540) hypothetical protein [Arabidopsis thaiiana] 
>gi_6091753_gb__AAF03463.1__AC009327_2 (AC009327) 
hypothetical protein [Arabidopsis thaiiana] 

402986 

LIB3431-059-P1-K1-A12 

BLASTX 

g3789952 



51802 



BLAST score 


568 


E value 


l.Oe-58 








QP 


NCBI Desciripti.on 


[At u y4 / / 0 J cn±oropnyix 




oo, ux V d J 


oecj. NO. 






XiX150*±0X UO-/ irX iVX rlZ 






NCBI GI 


gl001355 


BLAST score 


144 


E value 


o . ue u y 


^A:3"t~/^r> 1 Vi 


DU 


^ laenuiuy 






\ux3'i\j\j\j J o-Uxxn xnauceo. 


oecj. wo. 




Qorr TPl 
O^Cj. J.JJ 


ij X D o 4 o 1 — U 0 y Jr X rvx jfi J 




DXirio i A 


NCBI GI 


g3126854 


BLAST score 


578 


E value 


/ . ue— du 


Match length. 


1 n Q 


% identity 


yy 


LN(w^£5± uescripLion 


(iirUoiD//; cnxoropnyii 


Seq. No. 


402989 


oeq. ijj 


lilD o4ox-Uoy-i::'X-J\i— A4 


Mia Vl y^/H 

Luc LlivJd 






gD4 O / / 4 


I31j/1o X oC(JJ_e 


ft D4 


E value 


2.0e-46 


Match length 


109 


^ iQenLiTzy 




JNL/Di uescription 


bUb KlBUbUMAL FROIEIN . 




protein L7a - rice >gi 




ribosomal protein L7A 


beq, NO, 


A n o n fin 

4uz yyu 


ocq. ±u 


J_iXdJ4o1 — UD y-ir 1— Ab 


Luc LilUU. 


DXi/io 1 A 


NCBI GI 


g4469Q21 


BLAST score 


312 


lij varue 


o o Q 


Match length 


Q C 
OD 


% identity 


/I 


LNL/DX ij'escj- ipcion 


\±\Lx\jjDx:>\jZ} nyporneiiica. 


Seq. No. 


402991 


oeq* ±u 


li l£i o 4 o 1 - U 0 y — i:' X - j\l — Ay 




DXtriO i A 


NCBI GI 


g320618 


BLAST score 


643 


E value 


2.0e-67 


Match length 


142 


% identity 


87 



chlorophyll a/b binding protein [Oryza sativa] 



51803 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



chlorophyll a/b-binding protein I precursor - rice 
>gi_218172_dbj_BAA00536_ (D00641) type I light-harvesting 
chlorophyll a/b-binding protein [Oryza sativa] 

>gi_227611_prf 1707316A chlorophyll a/b binding protein 1 

[Oryza sativa] 

402992 

LIB3431-059-P1-K1-B1 

BLASTX 

g3860277 

423 

l.Oe-41 

96 

84 

(AC005824) putative ribosomal protein LIO [Arabidopsis 
thaliana] >gi_4314394_gb_AAD15604_ (AC006232) putative 
ribosomal protein LlOA [Arabidopsis thaliana] 

402993 

LIB3431-059-P1-K1-B10 

BLASTX 

g2736155 

476 

9.0e-48 

122 

75 

{AF022082) sulfolipid biosynthesis protein [Arabidopsis 
thaliana] >gi_3688184_emb_CAA21212_ {AL031804) sulfolipid 
biosynthesis protein SQDl [Arabidopsis thaliana] 

402994 

LIB3431-059-P1-K1-B11 

BLASTX 

g2072555 

237 

8.0e-20 

44 

100 

(AF001396) metallothionein-like protein [Oryza sativa] 
>gi_6103441_gb_AAF03603,l_ (AF147786) metallothionein-like 
protein [Oryza sativa] 

402995 

LIB3431-059-P1-K1-B12 

BLASTX 

gl352461 

178 

4.0e-15 

93 

49 

IN2-2 PROTEIN 
402996 

LIB3431-059-P1-K1-B2 

BLASTX 

g6041833 

200 



51804 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



2.0e-15 

123 

38 

(AC009853) unknown protein [Arabidopsis thaliana] 
402997 

LIB3431-059-P1-K1-B3 

BLASTX 

gl31192 

297 

6,0e-27 

97 

65 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT V PRECURSOR 

(PHOTOSYSTEM I 9 KD PROTEIN) (PSI-G) >gi_100606_pir S20937 

photosystem I chain V precursor - barley 

>gi_19091_emb_CAA42727_ {X60158) photosystem I polypeptide 
PSI-G precursor [Hordeum vulgare] 



Seq. No. 


402998 


Seq. ID 


LIB3431-059-P1-K1-B4 


Metnoa 


BLASTX 




gJbio Jlu 


BLAST score 


334 


E value 


3.0e-31 


Match length 


97 


% identity 


67 


NCBI Description 


(AB001883) zinc finger protein [Oryza 


Seq. No. 


402999 


Seq. ID 


LIB34 31-05 9-P1-K1-B5 


Method 


BLASTX 




«-1 OOT COC 

gioolooo 


BLAST score 


231 


E value 


4.0e-19 


Match length 


117 


% identity 


45 


NCBI Description 


{U72489) remorin [Solanum tuberosum] 


Seq. No. 


'403000 


Seq. ID 


LIB3431-059-P1-K1-B6 


Method 


BLASTX 


NCBI GI 


g2293480 


BLAST score 


168 


E value 


2.0e-12 


Match length 


48 


% identity 


73 


NCBI Description 


(AF011331) glycine-rich protein [Oryz; 


Seq. No. 


403001 


Seq, ID 


LIB3431-059-P1-K1-B7 


Method 


BLASTX 


NCBI GI 


g3885894 


BLAST score 


402 


E value 


3.0e-39 


Match length 


91 


% identity 


87 



51805 



11 



NCBI Description (AF093635) photos ys t em- 1 fi subunit G0S5 [Oryza sativa] 





fi u ouuz 


beq. lu 


LloJ4 Jl-Uoy-rl— Jxi-Bo 


Method 


EJliAb lA 




gi^oiz / U 


BLAST score 


562 


E value 


7.0e-58 


Matcn iengtn 




-g laentxty 




NCBI Description 


TRIOSEPHOSPHATE ISOMERASE, CYTOSOLIC (TIM) 




>gi 4/b4iU pir JQzzDo triose-pnospnate isoinerase 




5.3.1.1) - rice >gi_169821 (M87064) triosephosphat 




isomerase [Oryza sativa] 


beq* JNO - 


4 UoUUo 


Seq. ID 


LIB3431-059-P1-K1-B9 


Method 


BLASTX 


NCBI GI 


g47iz091 


BLAST score 


254 


E value 


7 . Oe-22 


Match length 


69 


% identity 


67 


NCBI Description 


{AF126742) bundle sheath defective protein 2 [Zea 


Seq. No. 




Seq. ID 


LIB34 31-05 9-Pl-Kl-Cl 


Method 


BLASTN 


NCBI GI 


g3617841 


BLAST score 


190 


E value 


l.Oe-103 


Match length 


190 


% identity 


100 


NCBI Description 


Oryza sativa clone F14605 calmodulin (CaMl) mRNA, 




cds 


beq. NO. 


A n "3 n A R 


Seq. ID 


LIB3431-059-P1-K1-C10 


Method 


BLASTX 


NCBI GI 


gl32105 


BLAST score 


614 


E value 


6.0e-64 


Match length 


132 


% identity 


88 



NCBI Description 



Seq. No. 
Seq. ID 
Method 



RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208__dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 

403006 

LIB3431-059-P1-K1-C11 
BLASTN 



51806 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4218534 
34 

2.0e-09 

46 

93 

TriticuHi sp. mRNA for GRABl protein 
403007 

LIB3431-059-P1-K1-C12 

BLASTN 

g3885891 

141 

l.Oe-73 

141 

100 

Oryza sativa phot osyst era- 1 F subunit precursor 
mRNA, complete cds 



(PSI-F) 



Seq* No* 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq* ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403008 

LIB3431-059-P1-K1-C3 

BLASTX 

g5734720 

231 

4,0e-19 

138 

43 

(AC008075) Contains PF_01426 BAH (bromo-adjacent homology) 
domain. ESTs gb_N96349, gb_T42710, gb_H77084, gb_AA395147 
and gb_AA605500 come from this gene. [Arabidopsis thaliana] 

403009 

LIB3431-059-P1-K1-C5 

BLASTX 

gl848214 

197 

4.0e-15 

49 

73 

(Y11210) uracil phosphoribosyltransf erase [Nicotiana 
tabacum] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 



403010 

LIB3431-059-P1-K1-C6 

BLASTX 

g2570511 

625 

2*0e-65 

123 

95 

{AF022738) chlorophyll a-b binding protein [Oryza sativa] 
403011 

LIB3431-059-P1-K1-C8 

BLASTX 

g3885894 

436 

3*0e-43 



51807 





1 
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Seq. No. 


4 UoUlz 


o6C[. LU 








NCBI GI 


g3138799 


BLAST score 


603 


Tj' tt ^ 1 n 

Hi vaXue 


1 Ho— ^9 

X . ue oz 










NCBI De script ion 


X.^\jOO ) Deua D SUDUnxu OX ZUo px OU.ea.SUItie [wxyZci tjclLXVclJ 


Seq. No. 




oeq. ±u 


XiXJDofi ^X UO^ rX JXX UXU 


LYiex-iiOa 


■RT ZiQTV 


"Kir^TiT r'T 


gzu /zooo 


bijAbi score 


O Q T 

zo / 


E value 


8.0e-20 


Match length 


44 


% identity 


inn 
xu u 


NCBI Description 


(AF001396) metal lot hionein-1 ike protein [Oryza sativa] 




>gi biUo44i go /i/irUoDUo*x tAri4//oo; itie uaxxomionem— xiKe 




protein [Oryza sativa] 


Seq. No. 


403014 


beq. ID 


TT"D'3/ioi n c; Q nl Ti^l mi 
JLili304oi — Uoy-Fx-l\l — JJ±i 


Method 






go / X / ^ u 


BLAST score 


695 


E value 


2.0e-73 


Match length 


1 O Q 

izo 


^ laentxty 


yy 


NCBI Description 


{X84730) ribulose-bisphosphate carboxylase [synthetic 




construct] 


Seq. No. 


403015 


beq. ID 


TTQ'3/1'31 n c; Q Dl t^l TM O 


Method 


bLAblA 


NCBI GI 


g3915826' 


BLAST score 


309 


E value 


z . ue-zo 


MatcjQ lengLii 


b / 


% identity 


yo 


NCBI Description 


ouS RIBOSOMAL PROTEIN Lo 


Seq. No. 


403016 


beq, ijj 




jyieunoQ 


OLiiib 1 A 




go4o dUd 


BLAST score 


386 


E value 


3,0e-37 


Match length 


80 


% identity 


95 


NCBI Description 


PHOTOSYSTEM I REACTION CENTRE SUBUNIT X PRECURSOR 




(LIGHT-HARVESTING COMPLEX I 7 KD PROTEIN) (PSI-K) 




51808 



>gi_539055_pir ^A48527 photosystem I protein psaK precursor 

- barley >gi__304220 {L12707) photosystem I PSI-K subunit 
[Hordeiam vulgar e] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403017 

LIB3431-059-P1-K1-D4 

BLASTX 

g2407281 

567 

2.0e-58 

109 

98 

(AF017363) ribulose 1, 5-bisphosphate carboxylase small 
subunit [Oryza sativa] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403018 

LIB3431-059-P1-K1-D5 

BLASTX 

gl32105 

576 

l.Oe-59 

124 

87 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 {AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403019 

LIB3431-059-P1-K1-D7 

BLASTX 

g3894170 

174 

2.0e-12 
41 
80 

(AC005312) 
thaliana] 



putative glutathione s-transf erase [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403020 

LIB3431-059-P1-K1-D8 

BLASTX 

gl32105 

609 

2.0e-63 

131 

88 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68 094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538__ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 



51809 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



carboxylase (RuBPC) [Oryza sativa] >gi_2407283 {AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 

403021 

LIB3431-059-P1-K1-D9 

BLASTX 

g3914466 

307 

5.0e-28 

63 

92 

PHOTOS YSTEM I REACTION CENTRE SUBUNIT PSAN PRECURSOR 
(PSI-N) >gi_2981214 (AF052429) photosystem I complex PsaN 
subunit precursor [Zea mays] 



Seq* No. 


403022 


Seq, ID 


LIB34 31-05 9-Pl-Kl-El 


Method 


BLASTX 


NCBI GI 


g3738329 


BLAST score 


237 


E value 


n rs „ OA 

9 , Oe-20 


Match length 


ol 


% identity 


74 


NCBI Description 


{AC005170) unknown protein [Arabidopsis thaliana] 


Seq. No. 


403023 


Seq. ID 


LIB3431-059-P1-K1-E10 


Method 


BLASTN 


NCBI GI 


gl69133 


BLAST score 


60 


E value 


4 . Oe-25 


Match length 


156 


^ laentiry 




NCBI Description 


Zea mays precursor of the oxygen evolving complex 




protein mRNA, complete cds 


Seq. No. 


403024 


Seq. ID 


LIB3431-059-P1-K1-E11 


Method 


BLASTX 


NCBI GI 


g2407281 


BLAST score 


642 


E value 


2.0e-67 


Match length 


121 


% identity 


98 


NCBI Description 


(AF017363) ribulose 1, 5-bisphosphate carboxylase ; 




subunit [Oryza sativa] 


Seq. No. 


403025 


Seq. ID 


LIB3431-059-P1-K1-E2 


Method 


BLASTX 


NCBI GI 


g548603 


BLAST score 


271 


E value 


5.0e-28 


Match length 


115 


% identity 


65 



51810 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



PHOTOS YSTEM I REACTION CENTRE SUBUNIT II PRECURSOR 
(PHOTOSYSTEM I 20 KD SUBUNIT) (PSI-D) 

>gi_478404_pir JQ2247 photosystem I chain D precursor - 

barley >gi_167085 (M98254) PSI-D subunit [Hordeum vulgare] 

403026 

LIB3431-059-P1-K1-E4 

BLASTX 

g2198851 

794 

5.0e-85 

155 

97 

{AF007785) cystathionine gamma-synthase [Zea mays] 
403027 

LIB3431-059-P1-K1-E5 

BLASTX 

gl235664 

631 

6.0e-66 

131 

59 

(U37936) novel calmodulin-like protein [Oryza sativa] 
>gi_3171148 {AF064456) calmodulin-like protein [Oryza 
sativa subsp. indica] 

403028 

LIB3431-059-P1-K1-E6 

BLASTX 

gl33999 

378 

2.0e-36 

79 

97 

CHLOROPLAST 30S RIBOSOMAL PROTEIN S7 >gi_70904_pir R3RZ7 

ribosomal protein S7 - rice chloroplast 
>gi_12037__emb_CAA33942_ {X15901) ribosomal protein S7 
[Oryza sativa] >gi_12065_emb_CAA33919_ {X15901) ribosomal 

protein S7 [Oryza sativa] >gi_226657_prf 1603356CH 

ribosomal protein S7 [Oryza sativa] 

403029 

LIB3431-059-P1-K1-E7 

BLASTX 

gl835731 

520 

4.0e-53 

99 

99 

(U86018) photosystem II 10 kDa polypeptide [Oryza sativa] 
403030 

LIB3431-059-P1-K1-E9 

BLASTX 

g733454 

519 



51811 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



8.0e-53 

121 

82 

{U23188) chlorophyll a/b-binding apoprotein CP26 precursor 
[Zea mays] 

403031 

LIB3431-059-P1-K1-F1 

BLASTX 

gll73347 

593 

2.0e-61 

130 

91 

SED0HEPTUL0SE-1,7-BISPH0SPHATASE, CHLOROPLAST PRECURSOR 
(SEDOHEPTULOSE-BISPHOSPHATASE) (SBPASE) (SED ( 1, 7 ) P2ASE) 

>gi_100803_pir S23452 sedoheptulose-bisphosphatase (EC 

3.1.3.37) precursor - wheat >gi__14265_emb_CAA4 65G7_ 
{X65540) sedoheptulose-1, 7-bisphosphatase [Triticuxn 
aestivum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No- 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403032 

LIB3431-059-P1-K1-F10 

BLASTX 

g3288821 

484 

9,0e-49 

132 

72 

(AF063901) alanine rglyoxylate aminotransferase; 
transaminase [Arabidopsis thaliana] 
>gi_4733989__gb_AAD28669.1_AC007209_5 {AC007209) 
alanine-glyoxylate aminotransferase [Arabidopsis thaliana] 

403033 

LIB3431-059-P1-K1-F11 

BLASTN 

g6015437 

35 

4.0e-10 

35 

100 

Homo sapiens PEXl mRNA, complete cds 



403034 

LIB3431-059-P1-K1-F12 

BLASTN 

gl245938 

35 

4.0e-10 

35 

100 

rabClC-2 beta==chloride channel C1C-2G isoform 
heart atrium, mRNA, 2998 nt] 



[rabbits, 



Seq. No. 
Seq. ID 



403035 

LIB3431-059-P1-K1-F3 



51812 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



BLASTX 

gl800227 

246 

6.0e-21 

67 

60 

(U76004) 



Bowman-Birk proteinase inhibitor [Oryza sativa] 



403036 

LIB3431-059-P1-K1-F4 

BLASTX 

gll5787 

519 

7.0e-53 

120 
87 

CHLOROPHYLL A-B BINDING PROTEIN 2 PRECURSOR (LHCII TYPE I 

CAB-2) (LHCP) >gi_82461_pir S03706 chlorophyll a/b-binding 

protein 2R precursor - rice >gi_20182_einb_CAA32109_ 
{X13909) chlorophyll a/b-binding preprotein (AA -28 to 235) 
[Oryza sativa] 

403037 

LIB3431-059-P1-K1-F5 

BLASTX 

gl32105 

395^ 

2.0e-38 

73 

99 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68 094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
{D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 

403038 

LIB3431-059-P1-K1-F6 

BLASTN 

g3819345 

60 

7.0e-25 

168 

84 

Hordeum vulgare genomic DNA fragment; clone MWG0803 
403039 

LIB3431-059-P1-K1-G2 

BLASTX 

gl32105 

429 

2.0e-42 
104 



51813 



% identity 

NCBI Description 



82 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi__68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi__218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 



<J ^ « . 


r± U J V> T U 


in 


UO-? irX JaX o / 


Method 


BLASTX 


NCBI GI 


g3450889 


OXJjTIO j. o o -L t. 


907 














lnL/di uescrxption 


(AtUcSooyu) lyb proteosome subunit 9 [Arabidopsis 


oetj. iNO . 


4 U JU4 1 






Method 


BLASTX 


NCBI GI 


g3264767 


Dijrio 1 score 


1 Q '5 


ill vaxue 


z . ue-"io 


Match length 


o9 


^ xoexiLiuy 


04 


nudi uescripuion 


(AF0718 93) AP2 domain containing protein [Prunus 


Ocv^ • iNO . 


4 U JU4 




111 DO 4 J 1— UD y— r 1 — vjy 


Method 


BLASTX 


NCBI GI 


gl00796 


Diifioi score 


R n 


Hi varue 


J . Ue-bo 


Match length 


loz 




Q9 


NCrsi uescriptiion 


phosphoribulokinase (EC 2.7.1.19) - wheat 


Seq. No. 


403043 


Seq. ID 


LIB3431-059-P1-K1-H10 


Method 


BLASTX 


NCBI GI 


g3345477 


BLAST score 


179 


E value 


2.0e-13 


Match length 


63 


% identity 


59 


NCBI Description 


(AB016283) carbonic anhydrase [Oryza sativa] 


Seq. No. 


403044 


Seq. ID 


LIB3431-059-P1-K1-H11 


Method 


BLASTX 


NCBI GI 


g21693 


BLAST score 


308 


E value 


9.0e-29 



51814 



net L.V^XX 


67 


& "i HpTfl" 1 "h V 


82 


NPRT Dp <5 r'Ti D'!" 1 r>n 

\j JLJ Jl/ ^ O \^ X JL ki/ L< W 1 1 


^ £\ \J \J \J J- £^ J wCL U.XX^k,/0 XXX XJ j_ X J l_ X ^ LXlll O L. X V LJXLL J 




*t U O U *i O 


Sea ID 


LIB34 31-05 9-P1-K1-H12 


Method 


BLASTX 


NCBI GI 


g4567283 


BLAST score 


270 


K V3 1 i]p 

J-J V CL J- VuL^^ 


8 Oe-24 


Ms't'ph 1 pnrTi"h 


125 




46 


NCBI Desciript ion 


fAC006841^ iinkriown nTotpln T At^^Idi donsi s thslian;:!! 




0\J 


Sea. ID 


LIB3431-059-P1-K1-H2 

-I— 1 J- J—f ~ ^ -L, \J ^ JL X XvX XXi^ 


Method 


BLASTX 

ill—/ X X ^ 


NCBI GI 


a2582822 


BLAST score 


213 


E value 


6.0e-17 


Mstph 1 PTHfrtln 


53 




74 




^iU;?_?0/J k-^UOirO^ pXvJLcXii ^ v^lixUx UpXcio L UxUliyilt, XIl(J.U.OCU 




pTtrhPiTi o'F "^^Vn^ ^ r^ol^^nmn "hnV^PTT^ctnTT}! 

^ XV^CiCXlX X >J ^ J\.L^CL y |_ O Iw/X CIXX LXXLL L> LJ.Ji^^X W O (XLlL J 


oeq, INO. 


A n "5 n yi '7 


octj . ±U 


xiXJjO^Ox UZ) ^ it x J\± ri^ 


Mp'hhrjfi 


BLASTX 


NCBI GI 


gll5772 


BLAST score 


298 


E value 


l.Oe-34 


Match length 


96 


% identity 


83 



NCBI Description 



CHLOROPHYLL A-B BINDING PROTEIN 1 PRECURSOR (LHCII TYPE I 

CAB-1) (LHCP) >gi_82460_pir S03705 chlorophyll a/b-binding 

protein IR precursor - rice >gi_20178_einb_CAA32108_ 
{X13908) chlorophyll a/b-binding preprotein {AA -31 to 235) 
[Oryza sativa] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403048 

LIB3431-059-P1-K1-H5 

BLASTX 

g871931 

281 

4*06-25 

77 

78 

(D30763) ferredoxin [Oryza sativa] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



403049 

LIB3431-059-P1-K1-H7 

BLASTX 

gl31773 

583 

2.0e-60 

122 
97 



51815 



€1 





ftuo r\xDvJOk>'iunuj ir£\v*y 1 JitXiN ox*± \ L^Xik^'iNCj iyiK^n.^ J 




-^gx o^/Z4 pxx jjouu^/ xxjj(jooiiia.x pxouexii ox^ ^cxori© lyi^^ri^ ) 




iUC^ X c 


oeq. i\o • 






xjxij^i^x \j ^ z/ XX L\x no 




X^XiTlO X LN 


NCBI GI 


g6015437 


BLAST score 


38 




• ue xz 








DO 


IM^JDX L/C Xp L- X^ll 


HoTTio c; 3 'o n one PTTV'T TinT5\I2i ooTrroT o"l~o /^^o 
nuiLivj odpxfciiio irrjA.x iLtJAiNri^ L-uxtipxcut; ovJio 


o e q . LN u . 


ft U jUOX 




xixij^i^x u J _? t X r\x 






NCBI GI 


g3894197 


BLAST score 


346 


JtL VaxUe 


1 Ho — '^9 

X . ue 


TVVTfl ^ T j ■ 1^ 

ixiarcn xengun 


xoy 


laencxuy 




iNV^^OX L/CO ox Xp UXUil 


^riOUUJOU^/ Iiyp(J Lilt; UXOcLX pxUL.srXii [rix cl.iJXvj.L>p&Xo L iiciXX dlici j 


oeq. INO. 


A n "^n c^9 


QtS • X U 


T.TR3431 -(T^Q-Pl -Ml -A1 

XiXOOrtOX ITX LNX rlX 




IjXLn.0 X/Y 




rrl 1 C;Q1 

gxxocsxo 


iDixrio J. score 


9m 


E value 


3.0e-22 


Match length 


61 


% identity 


Q 9 


jnudi jjescnptxon 


k^nXiUKUJrn iXiXj A— d rJXJNJJXNb irKUiJciXiM o rKLUUKoUK vijnUX ixJrrj XXX 




uiib-o} >gi xyxoz eiriD laaooooU (aXoZoo) xype xxx 




t-iixux upiiy xx a./ D jjxiiu.xiig pxuT-exn [Xjycopersxcon escuxoiicuiLij 


beg. iNo, 




Dc^. xJJ 


T — DRQ— Pi —Ml — Al 0 
XjXDO*iO X UOy IT X LNX riXU 


Lie Llik.'twL 


OXirAO X/i 


iNv^ox ox 


y tZ. X -7X D 


OXii-iiD X oOUx^ 


1 Qfl 

Xj/U 


E value 


2.0e-14 


Match length 


36 


% identity 




inv^dx ijescnpTiion 


chlorophyll a/b—binding protein — English ivy (fragment) 




>gx xzooz eitiD caa4o4Xu (adoooo) xxgnt narvesuing 




cnxoropnyxx a /d Dxncixng prouexn [neaera nexxxj 


oeg. iNo. 


4Uouo4 


oeg. xu 


TT'D'54'51 nc^Q "Dl Ml 7\ 1 O 

XiXrSo4oX — Uoy — Jr X— MX— AXiC 


LiC L-liUfU 


JDXjLriO X IN 


NCBI GI 


a3789951 


BLAST score 


160 


E value 


l.Oe-84 


Match length 


362 


% identity 


99 


NCBI Description 


Oryza sativa chlorophyll a/b-binding protein presursor 



51816 



(Cab27) mRNA, nuclear gene encoding chloroplast protein. 





complete cds 


beg. iNO . 




beg. lu 




Method 


BLASTX 


NCBI GI 


gl001355 


bLAbi score 




E value 


1 . Ue-14 


Matcn lengtn 


D / 


^ laentxty 




NCBI Description 


{D64006) auxin-induced 


beg. NO. 


4UOU0D 


beg. lu 




Method 


BLASTX 


NCBI GI 


g3126854 


oij/ibi score 


Z 1 1 


E value 


1 . ue-iy 


Match lengtn 


c c 

OD 


% identity 


/y 


NCBI Description 


(AFUolt)//} cnlorophyll 


beg. No, 


yi m n R 7 
4UoUO / 


Seg. ID 


LIBo4 oi-Uoy-Pi-Ni-A4 


Method 


BLASTX 






BLAST score 


267 


E value 


2.0e-23 


Match length 


69 


% identity 


80 


NCBI Description 


60S RIBOSOMAL PROTEIN : 




protein L7a - rice >gi 



chlorophyll a/b binding protein [Oryza sativa] 



:i7A >gi_542158_pir S38360 ribosomal 

_303855__dbj_BAA02156_ (D12631) 
ribosomal protein L7A [Oryza sativa] 



Seg. No, 

Seg. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403058 

LIB3431-059-P1-N1-A6 

BLASTX 

g4469021 

287 

l.Oe-25 

71 

76 

{AL035602) hypothetical protein [Arabidopsis thaliana] 



Seg. No. 

Seg. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403059 

LIB3431-059-P1-N1-A9 

BLASTX 

g289920 

329 

l.Oe-30 

63 

100 

(L07119) chlorophyll A/B binding protein [Gossypium 
hirsutum] 



Seg. No. 



403060 



51817 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3431-059-P1-N1-B1 

BLASTX 

g3860277 

167 

l.Oe-11 

32 
100 

{AC005824) putative ribosomal protein LIO [Arabidopsis 
thaliana] >gi_4314394_gb_AAD15604_ (AC0Q6232) putative 
ribosomal protein LlOA [Arabidopsis thaliana] 

403061 

LIB3431-059-P1-N1-B11 

BLASTN 

g2072554 

321 

O.Oe+00 

321 

100 

Oryza sativa metallothionein-like protein mRNA, complete 
cds 



Seq. No. 


403062 


Seq. ID 


LIB3431-059-P1-N1-B2 


Method 


BLASTX 


NCBI GI 


g6041833 


BLAST score 


151 


E value 


9.0e-10 


Match length 


85 


% identity 


42 


NCBI Description 


(AC009853) unknown prot^ 


Seq. No, 


403063 


Seq. ID 


LIB3431-059-P1-N1-B3 


Method 


BLASTN 


NCBI GI 


gl9090 


BLAST score 


45 


E value 


5.0e-16 


Match length 


65 


% identity 


92 


NCBI Description 


H. vulgar e PsaG mRNA 


Seq. No. 


403064 


Seq, ID 


LIB3431-059-P1-N1-B4 


Method 


BLASTX 


NCBI GI 


g3618310 


BLAST score 


317 


E value 


3.0e-29 


Match length 


61 


% identity 


100 


NCBI Description 


(AB001883) zinc finger ; 


Seq. No. 


403065 


Seq. ID 


LIB3431-059-P1-N1-B6 


Method 


BLASTN 


NCBI GI 


g2624325 


BLAST score 


224 



51818 



E value 


l.Oe-123 




9 4 R 
Z ft O 


% identity 


QQ 

y 0 


NCBI Description 


uryza sauiva itiKJMA xor gxycme— ricn KiM/i— Dxnaxng prouexn 




VUSoKirX } 


bec^- NO. 


4 UoUDD 


Qii/T Tn 
oeq. ±u 


XiXiSOrtjX UO-3irXi>lXD/ 




D1JX1.0 X zV 


NCBI GI 


g3885894 


BLAST score 


193 


E value 


1 T A 
X . ue— X4 


Match length 


0 J 


^ Identity 


/O 


NCBI Description 


^rir U_7jD00y pnO L.05y5T,eill X n SUlJUnXL. kjKJoD [V^XyZd, oaLXVciJ 


beg. NO. 




Qorr TFl 

oeg. ±u 


XiXDO^OX irX INX DO 








gxoo xz / u 


jt5Li/ioi score 


X y 0 


E value 


o . ue— xo 


Match length 


48 


% identity 


85 


LNV^JDX UcoCX Xp L.XOX1 


1 I\XVJOi-jir nwO It ririX JCj X 0\-/l.*iilj£\-riOI-j / X 1 WO*^J_iX w y X XU'iy 




>gi 478410 pir JQ2255 triose-phosphate isomerase (EC 




5.3.1,1) - rice >gi_169821 (M87064) triosephosphate 




isomerase [Oryza sativa] 


Seq. No. 


403068 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3431-059-P1-N1-C1 

BLASTN 

g3617841 

186 

l.Oe-100 

190 

99 

Oryza sativa clone F14 605 calmodulin 
cds 



(CaMl) mRNA, complete 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403069 

LIB3431-059-P1-N1-C10 

BLASTX 

g347451 

197 

3.0e-15 

37 
100 

{L22155) 
sativa] 



ribulose 1, 5-bisphosphate carboxylase [Oryza 



Seq, No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



403070 

LIB3431-059-P1-N1-C12 

BLASTX 

g3885892 

266 

3,0e-23 



51819 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



53 
100 

{AF093634) 



photosystem-l F subunit precursor [Oryza sativa] 



403071 

LIB3431-059-P1-N1-C2 

BLASTN 

g4079797 

39 

2,0e-12 

71 

89 

Oryza sativa 23 kDa polypeptide of photosystem II mRNA, 
complete cds 

403072 

LIB3431-059-P1-N1-C6 

BLASTX 

g2570511 

163 

3,0e-22 

67 

78 

{AF022738) chlorophyll a-b binding protein [Oryza sativa] 
403G73 

LIB3431-059-P1-N1-C7 

BLASTN 

g20262 

126 

2.0e-64 

194 

91 

0. sativa light-induced mRNA 



403074 

LIB3431-059-P1-N1-C8 

BLASTX 

g3885894 

193 

l,0e-14 

53 

75 

(AF093635) photosystem- 



1 H subunit G0S5 [Oryza sativa] 



Seq, No. 
Seq. ID 



403075 

LIB3431-059-P1-N1-C9 

BLASTX 

g3138799 

263 

7,0e-23 

60 

87 

(AB014058) beta 6 subunit of 20S proteasome [Oryza sativa] 
403076 

LIB3431-059-P1-N1-D10 



51820 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

g2072554 

380 

O.Oe+00 

380 

100 

Oryza sativa metallothionein-like protein mRNA, complete 
cds 



Seq. No, 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403077 

LIB3431-059-P1-N1-D11 

BLASTX 

g671740 

243 

l.Oe-20 

47 

100 

{X84730) ribulose-bisphosphate carboxylase [synthetic 
construct] 



Seq. No. 


403078 


Seq. ID 


LIB34 31-05 9-P1-N1-D12 


Ixletnoa 


BLASTX 


NCBI GI 


g3915826 


BLAST score 


202 


E value 


9 . Oe-16 


Match length 


4 i 


% identity 


100 


NCBI Description 


60S RIBOSOMAL PROTEIN L5 


Seq. No. 


403079 


Seq. ID 


LIB3431-059-P1-N1-D3 


Method 


BLASTX 


NCBI GI 


g548605 


BLAST score 


386 


E value 


2.0e-37 


Match length 


80 


% identity 


95 


NCBI Description 


PHOTOSYSTEM I REACTION CENTRE 




(LIGHT-HARVESTING COMPLEX I 7 




>gi 539055 pir A48527 photos' 




- barley >gi_304220 (L12707) ] 




[Hordeum vulgare] 


Seq. No. 


403080 


Seq. ID 


LIB3431-059-P1-N1-D4 


Method 


BLASTX 


NCBI GI 


gl32105 


BLAST score 


526 


E value 


l.Oe-53 


Match length 


95 


% identity 


100 



KD PROTEIN) (PSI-K) 



NCBI Description 



RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_db j_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 



51821 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 

403081 

LIB3431-059-P1-N1-D5 

BLASTX 

g347451 

248 

4.0e-21 

48 

100 

{L22155) ribulose 1, 5-bisphosphate carboxylase [Oryza 
sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403082 

LIB3431-059-P1-N1-D7 

BLASTX 

g3894171 

252 

l.Oe-21 

67 

70 

(AC005312) putative glutathione s-transf erase [Arabidopsis 
thaliana] 

403083 

LIB3431-059-P1-N1-D8 

BLASTX 

g347451 

248 

4.0e-21 

48 

100 

{L22155) ribulose 1, 5-bisphosphate carboxylase [Oryza 
sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



403084 

LIB3431-059-P1-N1-D9 

BLASTX 

g3914466 

163 

2.0e-ll 

46 

67 

PHOTOSYSTEM 
(PSI-N) >gi 



I REACTION CENTRE SUBUNIT PSAN PRECURSOR 
2981214 {AF052429) photosystem I complex PsaN 



subunit precursor [Zea mays] 
403085 

LIB3431-059-P1-N1-E10 

BLASTX 

g517500 

378 

2.0e-36 
91 



51822 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



81 

(M87435) precursor of the oxygen evolving complex 17 kDa 

protein [Zea mays] >gi_444338_prf 1906386A photosystem II 

0E17 protein [Pisum sativum] 

403086 

LIB3431-059-P1-N1-E11 

BLASTN 

g218209 

149 

4.0e-78 

316 

97 

Oryza sativa mRNA for the small subunit of 

ribulose-1, 5-bisphosphate carboxylase, complete cds, clone 
POSSS2106 

403087 

LIB3431-059-P1-N1-E2 
BLASTX 
.g548603 
366 

5.0e-35 

72 

96 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT II PRECURSOR 
(PHOTOSYSTEM I 20 KD SUBUNIT) (PSI-D) 

>gi_478404_pir JQ2247 photosystem I chain D precursor - 

barley >gi__167085 {M98254) PSI-D subunit [Hordeum vulgare] 

403088 

LIB3431-059-P1-N1-E4 

BLASTX 

g2198853 

355 

9.0e-34 

82 

80 

(AF007786) cystathionine gamma -synthase [Zea mays] 
403089 

LIB3431-059-P1-N1-E5 

BLASTN 

gl235663 

253 

l.Oe-140 

261 

99 

Oryza sativa clone pFDRSC61 novel calmodulin-like protein 
mRNA, complete cds 

403090 

LIB3431-059-P1-N1-E6 

BLASTX 

gll73275 

425 

7.0e-42 



51823 



Match length 

% identity 

NCBI Description 



102 
86 

CHLOROPLAST 30S RIBOSOMAL PROTEIN S7 

>gi_2119068_pir S58630 ribosomal protein S7 - maize 

chloroplast >gi_902274_emb_CAA60339_ (X8 6563) ribosomal 
protein S7 [Zea mays] >gi__9022 98_emb_CAA60362_ (X86563) 
ribosomal protein S7 [Zea mays] 



O C L£ • L\\J 9 




beg. ijj 


LIBo4ol-Uoy-Pl-Nl-E7 


rieTinoa 


"□T 7\ CTIV 

bixAb i A 


iNv^OJ. K3± 


giooo / Ol 




ZOO 






Match length 


65 


% identity 


85 


iN^DX uescnpnion 


^Uoouxoj pnouosystiem 


beg, JNo . 


yt n o A ri o 




TXm^QI AI^Q m M1 TTQ 

ijlE>o4ol-U jy— r i-Ni— by 


Method 


BLASTX 


NLBI GI 


g733454 


jDiiAbi score 




E value 


o . ue""Xy 


Match length 


48 


% identity 


94 


NCBI Description 


(U23188) chlorophyll 




[Zea mays] 


Seq. No. 


403093 


Seq. ID 


LIB3431-059-P1-N1-F1 


Method 


BLASTX 


NCBI GI 


gll73347 


BLAST score 


216 


E value 


2.0e-17 


Match length 


47 


% identity 


94 



10 kDa polypeptide [Oryza sativa] 



NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



SED0HEPTUL0SE-1,7-BISPH0SPHATASE, CHLOROPLAST PRECURSOR 
(SEDOHEPTULOSE-BISPHOSPHATASE) (SBPASE) (SED (1, 7) P2ASE) 

>gi_100803_pir S23452 sedoheptulose-bisphosphatase (EC 

3.1.3.37) precursor - wheat >gi_14265_emb_CAA46507_ 
{X65540) sedoheptulose-1, 7-bisphosphatase [Triticum 
aestivum] 

403094 

LIB3431-059-P1-N1-F10 

BLASTX 

g2754849 

199 

2.0e-15 

45 

87 

{AF039000) putative serine-glyoxylate aminotransferase 
[Fritillaria agrestis] 

403095 

LIB3431-059-P1-N1-F4 



51824 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g3036951 

199 

9.0e-19 

52 

98 

{AB012639) light harvesting chlorophyll a/b-binding protein 
[Nicotiana sylvestris] 

403096 

LIB3431-059-P1-N1-F5 

BLASTX 

g671740 

336 

2.0e-31 

64 

95 

(X84730) ribulose-bisphosphate carboxylase [synthetic 
construct] 

403097 

LIB3431-059-P1-N1-F7 

BLASTN 

g606816 

306 

l.Oe-172 

326 

98 

Oryza sativa chloroplast carbonic anhydrase rtiRNA, complete 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



precursor of the oxygen evolving complex 17 kDa 
[Zea mays] >gi_444338_prf 1906386A photosystem II 



403098 

LIB3431-059-P1-N1-F8 
BLASTX 
g5I7500 
378 

2.0e-36 
91 
81 

(M87435) 
protein 

0E17 protein [Pisum sativum] 
403099 

LIB3431-059-P1-N1-G11 
BLASTX 
g4079798 
326 

3.0e-30 

65 
97 

{AF052203) 
sativa] 



23 kDa polypeptide of photosystem II [Oryza 



Seq* No. 
Seq. ID 
Method 



403100 

LIB3431-059-P1-N1-G2 
BLASTX 



51825 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



O 

g347451 
248 

4.0e-21 

48 

100 

(L22155) ribulose 
sativa] 



1, 5-bisphosphate 




carboxylase [Oryza 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403101 

LIB3431-059-P1-N1-G3 

BLASTX 

gll5787 

329 

l.Oe-30 

63 

100 

CHLOROPHYLL A-B BINDING PROTEIN 2 PRECURSOR (LHCII TYPE I 

CAB-2) (LHCP) >gi_82461_pir S03706 chlorophyll a/b-binding 

protein 2R precursor - rice >gi__20182_emb_CAA32109_ 
{X13909) chlorophyll a/b-binding preprotein (AA -28 to 235) 
[Oryza sativa] 



Seq. No. 


403102 


Seq. ID 


LIB3431-059-P1-N1-G7 


Method 


BLASTX 


NCBI GI 


g3450889 


BLAST score 


279 


E value 


9.0e-25 


Match length 


63 


% identity 


86 


NCBI Description 


{AF083890) 19S proteosome subunit 9 [Arabidopsis 


Seq. No. 


403103 


Seq, ID 


LIB3431-059-P1-N1-G9 


Method 


BLASTX 


NCBI GI 


g21839 


BLAST score 


163 


E value 


3.0e-ll 


Match length 


35 


% identity 


94 


NCBI Description 


(X57952) phosphoribulokinase [Triticum aestivum] 


Seq. No. 


403104 


Seq. ID 


LIB3431-059-P1-N1-H1 


Method 


BLASTX 


NCBI GI 


g4455232 


BLAST score 


151 


E value 


9.0e-10 


Match length 


36 


% identity 


75 


NCBI Description 


(AL035523) putative protein [Arabidopsis thaliana; 


Seq. No. 


403105 


Seq. ID 


LIB3431-059-P1-N1-H10 


Method 


BLASTX 


NCBI GI 


g3345477 


BLAST score 


172 



51826 



E value 


3. Oe-12 


Match length 


32 






NCBI Description 






*± U J X u o 


Seq. ID 


jjxLjjMjx \j -J Zf iX i\x nxx 


Method 


BLASTX 


NCBI GI 


g21699 


BLAST score 


351 


E value 


3. Oe-33 


Match length 


76 






NCBI Description 


fX66013^ p;^thpr)<^ 1 n R rTrit*imim a p q ■!- -i Tmrn 1 

} v_*ci l_llc^O Xii JJ ± X X UXOLUll dCoL-XVUlLLJ 




ri U O X U / 


Seq. ID 


jjj.jOJIJX IrX LNX no 


Method 


BLASTX 


NCBI GI 


g3510256 


BLAST .score 


190 


E value 


2 * Oe-14 


Match lpn(Ti"h 


40 


o -L 1 u. J- L> y 


o 


NCBI Descriotion 


v^^uuojxu; u.iijs.iiuwj.1 pxotexn [i-ix aDiQopsxs iinaxxanaj 




/I mi HQ 

41UOxUo 


Seq. ID 


— n^Q — Pi —Ml —UA 
J-ixD-3f± ox U O y IT X In 1 n4t 


Method 




NCBI GI 


a4512125 

^ ^ ^ ^ ^ ^ 


BLAST score 


181 


E value 


3.0e-13 




0 1 




X uu 




VHJJX0004U; puracxve cnioropnyll a/D-binamg protein 




L ^^Ao-Xdcxiupb-Lo sp , £S.uDUT-i,er xxy J 




^ U OX U 


Seq. ID 


T.TR'^4'^1 -DRQ-PI -Ml -HR 
XjXoOftOX UOi7 irX lNX~"rlO 


Method 


BLASTX 


NCBI GI 


g871931 


BLAST score 


144 


E va 1 np 


^ . X O 


Match length 


43 


% identity 


95 


NCBI Description 


(D30763) ferredoxin [Oryza sativa] 


Seq. No. 


403110 


Seq. ID 


LIB3431-059-P1-N1-H7 



Method BLASTX 
NCBI GI gl31773 
BLAST score 24 6 

E value 6.0e-21 
Match length 65 
% identity 83 

NCBI Description 40S RIBOSOMAL PROTEIN S14 (CLONE MCH2) 

>gi_82724_pir B30097 ribosomal protein S14 (clone MCH2) 

maize 



51827 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403111 

LIB3431-060-P1-K1-A11 

BLASTX 

g417260 

381 

l.Oe-36 

121 
64 

LIGHT REGULATED PROTEIN PRECURSOR >gi_422003_pir S33632 

lirl protein - rice >gi_20263_einb_CAA48706_ (X68807) 
light-regulated gene [Oryza sativa] 

403112 

LIB3431-060-P1-K1-A12 

BLASTX 

g729668 

251 

2.0e-21 

73 

62 

HISTONE HI >gi_2147479_pir S65059 histone HI, 

drought -inducible - Lycopersicon pennellii >gi_436823 
(U01890) Solanum pennellii histone HI [Solanum pennellii] 

403113 

LIB3431-060-P1-K1-A2 

BLASTX 

g3201632 

223 

3.0e-18 

112 

40 

(AC004 669) putative 2A6 protein [Arabidopsis thaliana] 
403114 

LIB3431-060-P1-K1-A3 

BLASTX 

g733454 

417 

5.0e-41 

101 
79 

(U23188) chlorophyll a/b-binding apoprotein CP26 precursor 
[Zea mays] 

403115 

LIB3431-060-P1-K1-A4 

BLASTX 

g4098250 

161 

7.0e-ll 

69 

42 

{U76611) similar to Solanum tuberosum ci21A gene product 
encoded by the sequence presented in GenBank Accession 
Number U76610 [Solanum tuberosum] 



51828 
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1 U J X X o 


Seq. ID 


LIB3431-060-P1-K1-AS 


Method 


BLASTX 


NCBI GI 


g5262202 
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BLASTX 


NCBI GI 
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BLAST score 
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Method 


BLASTX 


NCBI GI 


g2673914 




9cn 
zo / 


E value 


X . ue-zo 


Match length 


TOO 

Xzz 




ft / 


N^nJ. uescripLXon 


(AC002b61) hypothetical protein [Arabidopsis thalxana] 


• INO . 


4U jxxy 


kJ VJ • XL/ 


T TR'^4^T —0^0 — Pi — Tfl — 
XiXJDOriOX UOU irX r\.X 


Method 


BLASTX 


NCBI GI 


g3201612 


DXiflO J. oOOxe 


XO J 


E value 
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Method 


BLASTX 


NCBI GI 


g2570511 


l3Jj/iO i scoxe 


7 

Do / 


E value 


X ♦ ue— fD 0 


Match length 


1 O 

IzU 


o xutsii L X uy 




wujdi Jjescription 


(AF022738) chlorophyll a-b bxndmg protein [Oryza sativa] 


Seq. No. 


403121 


Seq. ID 


LIB3431-060-P1-K1-B5 


Method 


BLASTX 


NCBI GI 


gll5787 


BLAST score 


481 



51829 



E value 
Match length 
% identity 
NCBI Description 



2.0e-48 

112 

86 

CHLOROPHYLL A-B BINDING PROTEIN 2 PRECURSOR (LHCII TYPE I 

CAB-2) (LHCP) >gi_824€l_pir S03706 chlorophyll a/b-binding 

protein 2R precursor - rice >gi_20182_emb_CAA32109_ 
(X13909) chlorophyll a/b-binding preprotein [AA -28 to 235) 
[Oryza sativa] 



Seq, No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403122 

LIB3431-060-P1-K1-B7 

BLASTX 

g320618 

510 

8.0e-52 

113 

86 

chlorophyll a/b-binding protein I precursor - rice 
>gi_218172_dbj_BAA00536_ (D00641) type I light-harvesting 
chlorophyll a/b-binding protein [Oryza sativa] 

>gi_227 611_prf 1707316A chlorophyll a/b binding protein 1 

[Oryza sativa] 

403123 

LIB3431-060-P1-K1-B9 

BLASTX 

g3023816 

592 

2.0e-61 

115 

98 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE, CYTOSOLIC 
>gi_968996 (U31676) glyceraldehyde-3-phosphate 
dehydrogenase [Oryza sativa] 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403124 

LIB3431-060-P1-K1-C1 

BLASTX 

g3885888 

348 

8.0e-33 

113 

67 

(AF093632) high mobility group protein [Oryza sativa] 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403125 

LIB3431-060-P1-K1-C10 

BLASTX 

g5091623 

295 

l.Oe-26 

75 

69 

(AC007454) Similar to gb_U93048 somatic embryogenesis 
receptor-like kinase from Daucus carota, contains 4 
PF_00560 Leucine Rich Repeat domains and a PF_00069 
Eukaryotic protein kinase domain. [Arabidopsis thaliana] 



51830 
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beq, ID 
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Method 


BliAbIA 


NCBI GI 


gzU /ZOOD 


BLAST score 


237 


E value 


7.0e-20 


Match length 


44 


% identity 


lUU 


NCBI Description 


(AijUDuyD) Kietaiiornionem-iiKe protein turyza samvaj 




P'gi DIU J4l 4 1 yJL) ririi: U O D u O ♦ 1 \£\Z ifi / i 0\> } IlLc Ld L-ilXWiicxii XX JS-C 




protein [Oryza sativa] 


beg. JNO. 


4 U JIZ r 


beg. ±u 


T TU'^yl'^l —Atf^n — PI — K'1 — Pfi 

ltlJD04 0l — U OU IT i~rs.i v^D 


Method 


BLASTX 


NCBI GI 


g3885886 


BLAbi score 




E value 


j . ue-oD 


Match length 
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% identity 


1 A A 
lUU 


NCBI Description 


(ArUyobox) Kiesice re— b precursor prorem [uryza sativaj 


beg. JNo. 


/ A'^l "^A 
flu JlOU 


beg. ±u 


T TR'^4'^1 — nf;n— PI — ■k'I — p7 

Ijxo J4l J 1 U OU r 1 JaI U / 


Method 


BLASTX 


NCBI GI 


g4200165 


BLAST score 




E value 


C A _ C Q 


Match length 


134 


% identity 


79 


NCBI Description 


(Y16262) neutral invertase [Daucus carota] 


Seq. No. 


403131 


Seq. ID 


LIB3431-060-P1-K1-C8 


Method 


BLASTX 



51831 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



€1 



g2244867 
261 

l.Oe-22 

138 

39 

(Z97337) hydroxynitrile lyase like protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403132 

LIB3431-060-P1-K1-D2 

BLASTX 

g266567 

548 

3.0e-56 

144 

72 

MITOCHONDRIAL PROCESSING PEPTIDASE ALPHA SUBUNIT PRECURSOR 
(ALPHA-MPP) (UBIQUINOL-CYTOCHROME C REDUCTASE SUBUNIT II) 

>gi_421956_pir S23558 mitochondrial processing peptidase 

(EC 3.4.99.41) alpha chain precursor - potato 

>gi_214 93_emb_CAA46990__ (X66284) mitochondrial processing 

peptidase [Solanum tuberosum] 

403133 

LIB3431-060-P1-K1-D3 

BLASTX 

g4098647 

652 

2.0e-68 

131 

88 

(U80668) homogentisate 1, 2-dioxygenase [Arabidopsis 
thaliana] 

403134 

LIB3431-060-P1-K1-D4 

BLASTX 

g733454 

431 

l.Oe-42 

103 

81 

(U23188 
[Zea ma 



) chlorophyll a/b-binding apoprotein CP26 precursor 
ys] 



403135 

LIB3431-G60-P1-K1-D5 

BLASTX 

g548605 

534 

l.Oe-54 

133 

82 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT X PRECURSOR 
(LIGHT-HARVESTING COMPLEX I 7 KD PROTEIN) (PSI-K) 

>gi_539055_pir ^A48527 photosystem I protein psaK precursor 

- barley >gi_304220 (L12707) photosystem I PSI-K subunit 



51832 



[Hordeum vulgare] 
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NCBI Description 


O.sativa (rice) shoot-specific G0S5 ^ 






chloroplast transit peptide 
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NCBI Description 


(ACuOoobU) FlOOJ.l [AraiDidopsis thai 
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Method 


BLASTN 






goUlo4o / 




BLAST score 






E value 
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Matcn length 
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% identity 
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NCBI Description 


Homo sapiens PEXl itiRNA, complete cds 
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Method 
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NCBI GI 


g4559358 




Dj-iAbi score 
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E value 
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DO 




iNL-rsi uescription 


(ACUuDOoo) putative steroia Dinamg ] 






thaliana] 




oeq • iNO . 


/I n "51 /in 




Seq. ID 


LIB3431-060-P1-K1-E10 




Method 


BLASTX 




NCBI GI 


gi4oozy / 




BLAST score 


lyo 




E value 


3 . Oe-14 




Match length 


132 




% identity 


36 




NCBI Description 


(U63530) OSRAD23 [Oryza sativa] 




Seq. No. 


403141 




Seq. ID 


LIB3431-060-P1-K1-E2 




Method 


BLASTX 



a putative 



51833 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gll5787 
498 

2.0e-50 

117 

86 

CHLOROPHYLL A-B BINDING PROTEIN 2 PRECURSOR (LHCII TYPE I 

CAB-2) (LHCP) >gi_82461_pir S03706 chlorophyll a/b-binding 

protein 2R precursor - rice >gi_20182__emb_CAA32109_ 
(X13909) chlorophyll a/b-binding preprotein (AA -28 to 235) 
[Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403142 

LIB3431-060-P1-K1-E3 

BLASTX 

g4127456 

244 

l.Oe-20 

62 

76 

(AJ010818) Cpn21 protein [Arabidopsis thaliana] 
403143 

LIB3431-060-P1-K1-E4 

BLASTX 

g3288821 

490 

2.0e-49 

117 

79 

(AF063901) alanine :glyoxylate aminotransferase; 
transaminase [Arabidopsis thaliana] 
>gi_4733989__gb_AAD28669.1_AC007209_5 (AC007209) 
alanine-glyoxylate aminotransferase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403144 

LIB3431-060-P1-K1-E5 

BLASTX 

g2754849 

175 

l.Oe-12 

39 
87 

{AF039000) putative serine- 
[Fritillaria agrestis] 



glyoxylate aminotransferase 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403145 

LIB3431-060-P1-K1-E7 
BLASTX 
g320618 
500 

l.Oe-50 
111 
86 

chlorophyll a/b-binding protein I 
>gi_218172_dbj_BAA00536_ {D00641) 
chlorophyll a/b-binding protein [Oryza sativa] 
>gi_227611_prf 1707316A chlorophyll a/b binding protein 1 



precursor - rice 

type I light-harvesting 



51834 



€1 



[Oryza sativa] 



Seq. No, 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403146 

LIB3431-060-P1-K1-E9 

BLASTX 

g2995990 

205 

4.0e-16 

102 

44 

(AF053746) dormancy-associated protein [Arabidopsis 
thaliana] >gi_2995992 (AF053747) dormancy-associated 
protein [Arabidopsis thaliana] 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403147 

LIB3431-060-P1-K1-F11 

BLASTX 

g3068713 

549 

2.0e-56 

139 

76 

{AF049236) unknown [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403148 

LIB3431-060-P1-K1-F2 

BLASTX 

g4507223 

215 

2.0e-27 

95 

71 

signal recognition particle receptor ('docking protein') 
>gi_134892_sp_P08240_SRPR_HUMAN SIGNAL RECOGNITION PARTICLE 
RECEPTOR ALPHA SUBUNIT (SR- ALPHA) (DOCKING PROTEIN ALPHA) 

(DP-ALPHA) >gi_88607_pir ^A29440 signal recognition 

particle receptor - hioman >gi_30866_emb_CAA29608_ (X06272) 
docking protein [Homo sapiens] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403149 

LIB3431-060-P1-K1-F4 

BLASTN 

g2062705 

35 

5.0e-10 

35 

100 

Human butyrophilin (BTF5) mRNA, complete cds 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



403150 

LIB3431-060-P1-K1-F5 

BLASTX 

g3789952 

516 

l.Oe-52 

103 

98 



51835 



NCBI Description 



(AF094775) chlorophyll a/b-binding protein presursor [Oryza 
sativa] 



Seq. No. 


403151 


Seq. ID 


LIB3431-060- 


Method 


BLASTX 


NCBI GI 


g3386621 


BLAST score 


593 


E value 


2 . Oe-61 


Match length 


141 


% identity 


81 


NCBI Description 


(ACUL)4ddo) \ 


Seq, No, 


/I A O 1 CO 

4uilo^ 


Seq. ID 


LIB3431-060- 


Method 


BLASTX 


NCBI GI 


0A01 /~ A n 

g228164 9 


BLAST score 


198 


E value 


3. Oe-15 


Match length 


42 


% identity 


81 


NCBI Description 


{AF003105) . 




[Arabidopsi 


Seq* No. 


403153 


Seq. ID 


LIB3431-060 


Method 


BLASTN 


NCBI GI 


gl69133 


BLAST score 


40 


E value 


5.0e-13 


Match length 


132 


% identity 


83 



AP2 domain containing protein RAP2.12 



-F8 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Zea mays precursor of the oxygen evolving complex 17 kDa 
protein mRNA, complete cds 

403154 

LIB3431-060-P1-K1-F9 

BLASTX 

g417103 

577 

l.Oe-59 

115 

100 

HISTONE H3.2, MINOR >gi_282871_pir S24346 histone 

H3.3-like protein - Arabidopsis thaliana 

>gi_16324_emb__CAA42957_ (X60429) histone H3.3 like protein 
[Arabidopsis thaliana] >gi_404 825_emb__CAA42958_ (X60429) 
histone H3.3 like protein [Arabidopsis thaliana] >gi_488563 
(U09458) histone H3.2 [Medicago sativa] >gi_488567 (U09460) 
histone H3.2 [Medicago sativa] >gi_488569 (U09461) histone 
H3.2 [Medicago sativa] >gi_488575 (U09464) histone H3.2 
[Medicago sativa] >gi_488577 (U09465) histone H3.2 
[Medicago sativa] >gi_510911_emb_CAA56153_ (X79714) histone 
H3 [Lolium temulentum] >gi_1435157_emb_CAA584 45_ (X83422) 
histone H3 variant H3.3 [Lycopersicon esculentum] 
>gi_2558944 (AF024716) histone 3 [Gossypium hirsutum] 
>gi_3273350_dbj_BAA31218_ {AB015760) histone H3 [Nicotiana 



51836 



tabacum] >gi_3885890 {AF093633) histone H3 [Oryza sativa] 
>gi_4038469_gb_AAC97380_ (AF109910) histone H3 [Porteresia 
coarctata] >gi_44 90754_einb_CAB38916 . 1_ (AL035708) histone 
H3,3 [Arabidopsis thaliana] >gi_44 90755_einb_CAB38 917 . 1_ 
(AL035708) Histon H3 [Arabidopsis thaliana] 
>gi_6006364_dbj_BAA84794.1_ (AP000559) EST D15300 (C0425 ) 
corresponds to a region of the predicted gene.; Similar to 
histone H3 (AB015760) [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403155 

LIB3431-060-P1-K1-G1 

BLASTX 

g2072555 

232 

3.0e-19 

43 

100 

{AF001396) metallothionein-like protein [Oryza sativa] 
>gi_6103441_gb_AAF03603.1_ (AF147786) metallothionein-lilce 
protein [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403156 

LIB3431-060-P1-K1-G11 

BLASTX 

g3789954 

744 

3.0e-79 

136 

99 

(AF094776) 
sativa] 



chlorophyll a/b-binding protein precursor [Oryza 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403157 

LIB3431-060-P1-K1-G12 

BLASTN 

g5006852 

176 

3.0e-94 

336 

98 

Oryza sativa homeodomain leucine zipper protein (hox4] 
mRNA, complete cds 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403158 

LIB3431-060-P1-K1-G2 

BLASTX 

gl31192 

209 

2.0e-16 

44 

86 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT V PRECURSOR 
(PHOTOSYSTEM I 9 KD PROTEIN) (PSI-G) >gi_100 60 6_pir_S2 0937 
photosystem I chain V precursor - barley 

>gi_19091_einb_CAA42727_ (X60158) photosystem I polypeptide 
PSI-G precursor [Hordeum vulgare] 



51837 



HI 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403159 

LIB3431-060-P1-K1-G3 

BLASTX 

g2072555 

237 

9.0e-20 

44 

100 

(AF001396) metallothionein-like protein [Oryza sativa] 
>gi_6103441_gb_AAF03603.1_ (AF14778 6) metallothionein-like 
protein [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403160 

LIB3431-060-P1-K1-G5 

BLASTX 

g2407281 

700 

4.06-74 

131 

99 

{AF017363) ribuiose 1, 5-bisphosphate carboxylase small 
subunit [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 





- maize >gi 




[Zea mays] 


Seq. No. 


403162 


Seq. ID 


LIB3431-060- 


Method 


BLASTX 


NCBI GI 


g4544428 


BLAST score 


214 


E value 


3.0e-17 


Match length 


51 


% identity 


76 


NCBI Description 


{AC006955) • 


Seq. No. 


403163 


Seq. ID 


LIB3431-060 


Method 


BLASTX 


NCBI GI 


gl053047 


BLAST score 


591 


E value 


3.0e-61 


Match length 


118 


% identity 


100 


NCBI Description 


(U38425) hi 




histone H3 



403161 

LIB3431-060-P1-K1-G6 

BLASTX 

g2501189 

257 

3.0e-22 

121 

58 

THIAMINE BIOSYNTHETIC ENZYME 1-1 PRECURSOR 

>gi_2130146_pir S61419 thiamine biosynthetic enzyme thil-1 

596078 (U17350) thiamine biosynthetic enzyme 



-P1-K1-G7 



-P1-K1-G8 



[Glycine max] 
[Glycine max] 



>gi_1053051 (U38427) histone H3 



51838 



Seq . • No • 




beq. iJJ 


T Tp'^A'^i — n^^n— Pi — Ki —Ml 

J_i±iDo*10X UDU ir± i\X n± 


Method 


BLASTX 


NCBI GI 


g6006270 


BLAST score 


1 y D 


E value 


D . ue— Id 


Match iengtn 


OD 


% identity 


A 1 


NCBI Description 




beq. JNO . 




beq. lu 






oj-iriu J. A. 


NCBI GI 


gl32105 


BLAST score 


488 


E value 


3.0e-49 


Match length 


110 


% identity 


85 


NCBI Description 


RIBULOSE BISPHOSPHATE 



RBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094__pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi__218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403166 

LIB3431-060-P1-K1-H11 

BLASTX 

g320618 

293 

l.Oe-26 

73 

77 

chlorophyll a/b-binding protein I precursor - rice 
>gi_218172__dbj_BAA00536_ (D00641) type I light-harvesting 
chlorophyll a/b-binding protein [Oryza sativa] 

>gi_227611_prf 1707316A chlorophyll a/b binding protein 1 

[Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403167 

LIB3431-060-P1-K1-H2 

BLASTX 

g2344889 

297 

7.0e-27 

133 

44 

(AC002388) unlcnown protein [Arabidopsis thaliana] 
>gi_4895255_gb_AAD32840.1_AC007659_22 (AC007659) unknown 
protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 



403168 

LIB3431-060-P1-K1-H3 



51839 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gl32105 

567 

2.0e-58 

122 
87 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi__218208_dbj_BAA00538__ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_24072B3 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375__prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 



Seq. No. 


403169 


Seq. ID 


LIB3431-060-P1-K1-H4 


Method 


HLAbiX 


NCBI GI 


g2306981 


BLAST score 


503 


E value 


5 . ue-ol 


Match length 


90 


% identity 


98 


NCBI Description 


(ArUiUJZi] pnotosystem 


Seq. No. 


4Uol /(J 


Seq- ID 


LIB3431-060-P1-K1-H5 


Method 


BLASTX 


NCBI GI 


g2501189 


BLAST score 


547 


E value 


3 . Oe-56 


Match length 


Til 

111 


% identity 


95 


NCBI Description 


THIAMINE BIOSYNTHETIC ] 




>gi ziju14o pir ooxftJ. 




- maize >gi_596078 (Ul' 




[Zea mays] 


Seq. No. 


403171 


Seq. ID 


LIB3431-060-P1-K1-H7 


Method 


BLASTX 


NCBI GI 


g3789952 


BLAST score 


560 


E value 


l.Oe-57 


Match length 


112 


% identity 


98 


NCBI Description 


(AF094775) chlorophyll 




sativa] 


Seq. No. 


403172 


Seq. ID 


LIB3431-060-P1-K1-H9 


Method 


BLASTN 


NCBI GI 


g2062705 


BLAST score 


35 


E value 


4.0e-10 


Match length 


35 



1-1 PRECURSOR 



thiamine biosynthetic enzyme 



chlorophyll a/b-binding protein presursor [Oryza 



51840 



% identity 100 

NCBI Description Human butyrophilin (BTF5) mRNA, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403173 

LIB3431-060-P1-N1-A11 

BLASTX 

g417260 

327 

2.0e-30 

75 

83 

LIGHT REGULATED PROTEIN PRECURSOR >gi_422003_pir S33632 

lirl protein - rice >gi_20263_emb_CAA48706_ {X68807) 
light-regulated gene [Oryza sativa] 



Seq. No. 


403174 


Seq. ID 


LIB3431-( 


Method 


BLASTN 


NCBI GI 


g2073379 


BLAST score 


154 


E value 


3.0e-81 


Match length 


173 


% identity 


97 


NCBI Description 


Rice CP2 


Seq. No. 


403175 


Seq. ID 


LIB3431- 


Method 


BLASTX 


NCBI GI 


g4098250 


BLAST score 


160 


E value 


7.0e-ll 


Match length 


56 


% identity 


50 


NCBI Description 


(U76611) 



060-P1-N1-A3 



partial sequence 



Number U76610 [Solanum tuberosum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



403176 

LIB3431-060-P1-N1-A6 

BLASTN 

g218207 

279 

l.Oe-156 

291 

99 

Oryza sativa mRNA for the small subunit of 
ribulose-l,5-bisphosphate carboxylase, complete cds, clone 
POSSS1139 

403177 

LIB3431-060-P1-N1-B4 

BLASTN 

gll957 

65 

5.0e-28 

84 

48 



51841 



NCBI Description Rice complete chloroplast genome 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403178 

LIB3431-060-P1-N1-B5 

BLASTN 

g20181 

163 

2.0e-86 

177 

98 

Rice cab2R gene for light harvesting chlorophyll 
a/b-binding protein 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403179 

LIB3431-060-P1-N1-B7 

BLASTX 

gll5787 

559 

2.0e-57 

111 

97 

CHLOROPHYLL A-B BINDING PROTEIN 2 PRECURSOR (LHCII TYPE I 

CAB-2) (LHCP) >gi_82461_pir S03706 chlorophyll a/b-binding 

protein 2R precursor - rice >gi_20182_emb_CAA32109_ 
{X13909) chlorophyll a/b-binding preprotein (AA -28 to 235) 
[Oryza sativa] 



Seq, No. 
Seq. ID 
Method 
NCBI GI 



403180 

LIB3431-060-P1-N1-C1 

BLASTN 

g38858e7 



BLAST score 


221 


E value 


l.Oe-121 


Match length 


296 


% identity 


93 


NCBI Description 


Oryza sativa high mobility group protein (HMG) 




complete cds 


Seq. No. 


403181 


Seq. ID 


LIB3431-060-P1-N1-C10 


Method 


BLASTX 


NCBI GI 


gl619300 


BLAST score 


174 


E value 


2.0e-12 


Match length 


48 


% identity 


65 


NCBI Description 


(X95269) LRR protein [Lycopersicon esculentum] 


Seq. No. 


403182 


Seq. ID 


LIB3431-060-P1-N1-C11 


Method 


BLASTX 


NCBI GI 


g2316016 


BLAST score 


150 


E value 


2.0e-09 


Match length 


71 


% identity 


44 


NCBI Description 


{U92650) MRP-like ABC transporter [Arabidopsis 



mRNA, 



51842 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403183 

LIB3431-060-P1-N1-C12 

BLASTN 

g3789953 

298 

l.Oe-167 

298 

100 

Oryza sativa chlorophyll a/b-binding protein precursor 
(Cab26) mRNA, nuclear gene encoding chloroplast protein, 
complete cds 



Seq. No- 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403184 

LIB3431-060-P1-N1-C2 

BLASTN 

g3885885 

144 

3.0e-75 

167 

97 

Oryza sativa Rieske Ee-S precursor protein (RISP) mRNA, 
complete cds 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403185 

LIB3431-060-P1-N1-C4 

BLASTN 

g2072554 

186 

l.Oe-100 

210 
97 

Oryza sativa metallothionein-like protein mRNA, complete 
cds 



Seq. No- 
Seq. ID 
, Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



403186 

LIB3431-060-P1-N1-C6 

BLASTX 

g3885886 

630 

9.0e-66 

112 

99 

(AF093631) Rieske Fe-S precursor protein [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403187 

LIB3431-060-P1-N1-C9 

BLASTX 

g3184292 

287 

l.Oe-25 

56 

86 

(AC004136) putative nucleic acid binding protein, 5' 
partial [Arabidopsis thaliana] 



Seq. No. 



403188 



51843 



# 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3431-060-P1-N1-D1 

BLASTX 

g3913811 

367 

4.0e-35 

91 

84 

GLUTAMYL-TRNA REDUCTASE PRECURSOR (GLUTR) 
>gi_2920320_dbj_BAA25003_ {AB011416) glutamyl-tRNA 
reductase [Oryza sativa] 

403189 

LIB3431-060-P1-N1-D12 

BLASTX 

g3126854 

345 

l.Oe-32 

65 
100 

(AF061577) chlorophyll a/b binding protein [Oryza sativa] 
403190 

LIB3431-060-P1-N1-D2 

BLASTX 

g266567 

306 

8.0e-28 

87 

66 

MITOCHONDRIAL PROCESSING PEPTIDASE ALPHA SUBUNIT PRECURSOR 
(ALPHA-MPP) (UBIQUINOL-CYTOCHROME C REDUCTASE SUBUNIT II) 

>gi__421956_pir S23558 mitochondrial processing peptidase 

(EC 3.4.99,41) alpha chain precursor - potato 
>gi_21493_einb_CAA4 6990_ {X66284) mitochondrial processing 
peptidase [Solanum tuberosum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403191 

LIB3431-060-P1-N1-D4 

BLASTX 

g733456 

352 

2.0e-33 

73 

95 

{U23189) chlorophyll a/b-binding apoprotein CP26 precursor 
[Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403192 

LIB3431-060-P1-N1-D8 

BLASTX 

g3850577 

185 

6.0e-16 

120 
41 

(AC005278) This gene may be cut off. 



[Arabidopsis thaliana] 



51844 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403193 

LIB3431-060-P1-N1-E10 

BLASTX 

g5640111 

305 

l.Oe-27 

83 
72 

(AJ243875) RAD23 protein [Lycopersicon esculentum] 
403194 

LIB3431-060-P1-N1-E7 

BLASTX 

g289920 

319 

2.0e-29 

61 

100 

{L07119) chlorophyll A/B binding protein [Gossypium 
hirsutum] 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403195 

LIB3431-060-P1-N1-E8 

BLASTN 

g218171 

40 

3.0e-13 

107 

85 

Oryza sativa mRNA for type I light-harvesting chlorophyll 
a/b binding protein of photosystem II (LHCPII), complete 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



403196 

LIB3431-060-P1-N1-F1 

BLASTN 

g2773153 

268 

l.Oe-149 

280 

99 

Oryza sativa abscisic acid- and stress-inducible protein 
(Asrl) mRNA, complete cds 

403197 

LIB3431-060-P1-N1-F2 

BLASTN 

g5106766 

38 

7.0e-12 

86 

86 

Arabidopsis thaliana BAC F17I23 
403198 

LIB3431-060-P1-N1-F5 
BLASTN 



51845 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3789951 
186 

l.Oe-100 

379 

98 

Oryza sativa chlorophyll a/b-binding protein presursor 
.(Cab27) mRNA, nuclear gene encoding chloroplast protein, 
complete cds 

403199 

LIB3431-060-P1-N1-F8 

BLASTX 

g517500 

530 

4,0e-54 

126 
83 

(M87435) precursor of the oxygen evolving complex 17 kDa 

protein [Zea mays] >gi_444338_prf 1906386A photosystem II 

0E17 protein [Pisum sativum] 



Seq. No. 403200 

Seq. ID LIB3431- 

Method BLASTX 

NCBI GI g70753 

BLAST score 219 

E value 9.0e-18 

Match length 44 

% identity 100 

NCBI Description histone 
wheat 



060-P1-N1-F9 



H3 - garden pea >gi_82610_pir S00373 histone H3 - 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403201 

LIB3431-060-P1-N1-G1 

BLASTN 

g2072554 

288 

l.Oe-161 

292 

100 

Oryza sativa metallothionein-like protein mRNA, complete 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403202 

LIB3431-060-P1-N1-G11 

BLASTX 

g3789954 

241 

2.0e-20 

43 

100 

(AF094776) chlorophyll a/b-binding protein precursor [Oryza 
sativa] 



Seq. No, 
Seq. ID 
Method 



403203 

LIB3431-060-P1-N1-G12 
BLASTN 



51846 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g5006852 
225 

l.Oe-123 

293 

94 

Oryza sativa homeodomain leucine zipper protein (hox4) 
mRNA, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



403204 

LIB3431-060-P1-N1-G2 

BLASTX 

gl31192 

209 

2.0e-16 

44 

86 

PHOTOS YSTEM I REACTION CENTRE SUBUNIT V PRECURSOR 

(PHOTOSYSTEM I 9 KD PROTEIN) (PSI-G) >gi_100606_pir S20937 

photosystem I chain V precursor - barley ? - 
>gi_19091_einb_CAA42727_ (X60158) photosystem I polypeptide 
PSI-G precursor [Hordeum vulgare] 

403205 

LIB3431-060-P1-N1-G3 

BLASTX 

g2072555 

237 

l.Oe-19 

44 

100 

(AF001396) metallothionein-like protein [Oryza sativa] 
>gi__6103441_gb_AAF03603.1_ (AF147786) metallothionein-like 
protein [Oryza sativa] 

403206 

LIB3431-060-P1-N1-G5 

BLASTX 

gl32105 

186 

6.0e-14 

35 

100 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 

403207 

LIB3431-060-P1-N1-G7 

BLASTX 

g4544428 

294 



51847 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

%, identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



2.0e-26 

81 
69 

{AC006955) 



unknown protein [Arabidopsis thaliana] 



histone 
Ha. 2 

histone 



403208 

LIB3431-060-P1-N1-G8 

BLASTX 

g417103 

283 

4.0e-25 

58 

98 

HISTONE H3.2, MINOR >gi_282871_pir S24346 histone 

H3.3-like protein - Arabidopsis thaliana 

>gi_16324_emb_CAA42957_ (X60429) histone H3 . 3 like protein 
[Arabidopsis thaliana] >gi_404825_emb_CAA42958_ (X60429) 
histone H3.3 like protein [Arabidopsis thaliana] >gi_488563 
(U09458) histone H3.2 [Medicago sativa] >gi_488567 (U09460) 
histone H3.2 [Medicago sativa] >gi_488569 (U09461) 
H3.2 [Medicago sativa] >gi_488575 (U09464) histone 
[Medicago sativa] >gi_488577 (U09465) histone H3.2 
[Medicago sativa] >gi_510911_emb_CAA56153_ (X79714) 
H3 [Lolium temulentum] >gi_14 35157_einb_CAA58445__ (X83422) 
histone H3 variant H3.3 [Lycopersicon esculentum] 
>gi__2558944 {AF024716) histone 3 [Gossypium hirsutxim] 
>gi_3273350_dbj_BAA31218_ (AB015760) histone H3 [Nicotiana 
tabacum] >gi_3885890 (AF093633) histone H3 [Oryza sativa] 
>gi_40384 69_gb_AAC97380_ (AF109910) histone H3 [Porteresia 
coarctata] >gi__4490754_einb_CAB38 916 . 1_ {AL035708) histone 
H3.3 [Arabidopsis thaliana] >gi_44 90755__einb_CAB38917 . 1_ 
(AL035708) Histon H3 [Arabidopsis thaliana] 
>gi_6006364_dbj_BAA84794.1_ (AP000559) EST D15300 (C0425) 
corresponds to a region of the predicted gene . ; Similar to 
histone H3 {AB015760) [Oryza sativa] 



403209 

LIB3431-060-P1-N1-H10 

BLASTX 

g671740 

499 

2.0e-50 

91 

99 

(X84730) ribulose-bisphosphate carboxylase 
construct] 



[synthetic 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403210 

LIB3431-060-P1-N1-H11 

BLASTX 

g3036951 

282 

3.0e-25 

54 

100 

(AB012639) light harvesting chlorophyll a/b-binding protein 
[Nicotiana sylvestris] 



51848 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403211 

LIB3431-060-P1-N1-H12 

BLASTX 

g3318613 

156 

2.0e-10 

34 

85 

{AB016064) mitochondrial phosphate transporter [Zea mays] 
403212 

LIB3431-060-P1-N1-H3 

BLASTN 

g218207 

303 

l.Oe-170 

319 

99 

Oryza sativa mRNA for the small subunit of 

ribulose-1, 5-bisphosphate carboxylase, complete cds, clone 
POSSS1139 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403213 

LIB3431- 

BLASTX 

g551047 

210 

9.0e-17 

41 

93 

(X79277: 



060-P1-N1-H4 



type II LHCI [Lolium temulentum] 



403214 

LIB3431-060-P1-N1-H7 

BLASTN 

g3789951 

243 

l.Oe-134 

356 

91 

Oryza sativa chlorophyll a/b-binding protein presursor 
(Cab27) mRNA, nuclear gene encoding chloroplast protein, 
complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403215 

LIB3431-061-P1-K1-A1 

BLASTN 

g2696224 

41 

9.0e-14 

109 
84 

Oryza sativa mRNA for chitinase, complete cds 



Seq. No. 
Seq. ID 



403216 

LIB3431-061-P1-K1-A10 



51849 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gl32105 

327 

8.0e-41 

108 
83 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 



Seq. No. 


403217 


Seq. ID 


LIB3 431-0 61-Pl-Kl-All 


Method 


BLASTX 


NCBI GI 


g3345477 


BLAST score 


232 


E value 


2.0e-19 


Match length 


85 


% identity 


55 


NCBI Description 


(AB016283) carbonic anhydrase [Oryza 


Seq. No. 


403218 


Seq. ID 


LIB3431-061-P1-K1-A12 


Method 


BLASTX 


NCBI GI 


g82080 


BLAST score 


310 


E value 


l.Oe-28 


Match length 


90 


% identity 


68 


NCBI Description 


chlorophyll a/b-binding protein type 




>gi_2 2687 2_pr f 1 6 0 92 3 5A chlor ophy 1 1 




[Lycopersicon esculentum] 


Seq. No. 


403219 


Seq. ID 


LIB3431-061-P1-K1-A2 


Method 


BLASTX 


NCBI GI 


g4455248 


BLAST score 


150 


E value 


l.Oe-09 


Match length 


69 


% identity 


51 


NCBI Description 


(AL035523) acyl carrier-like protein 


Seq. No. 


403220 


Seq. ID 


LIB3431-061-P1-K1-A3 


Method 


BLASTX 


NCBI GI 


g3913018 


BLAST score 


570 


E value 


7.0e-59 


Match length 


115 


% identity 


100 



NCBI Description FRUCTOSE-BIS PHOSPHATE ALDOLASE, CHLOROPLAST PRECURSOR 



51850 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E. value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(ALDP) >gi_218155_dbj_BAA02730_ {D13513) chloroplastic 
aldolase [Oryza sativa] 

403221 

LIB3431-061-P1-K1-A4 

BLASTN 

g20262 

330 

O.Oe+00 

346 

99 

0. sativa light-induced mRNA 
403222 

LIB3431-061-P1-K1-A6 

BLASTX 

g2351846 

146 

3.0e-09 

123 

30 

{U93050) poly(A) binding protein II [Mus musculus] 
403223 

LIB3431-061-P1-K1-A8 

BLASTN 

g3063523 

176 

2.0e-94 

219 

95 

Oryza sativa ribulose 1, 5-bisphosphate carboxylase small 
subunit mRNA, complete cds 

403224 

LIB3431-061-P1-K1-A9 

BLASTX 

gl709846 

163 

4,0e-ll 

118 

45 

PHOTOSYSTEM II 22 KD PROTEIN PRECURSOR >gi_706853 (U04336) 
22 kDa component of photosystem II [Lycopersicon 
esculentum] 

403225 

LIB3431-061-P1-K1-B10 

BLASTX 

gll5813 

243 

l.Oe-20 

55 

85 

CHLOROPHYLL A-B BINDING PROTEIN 8 PRECURSOR {LHCI TYPE III 
CAB-8) >gi_19182_emb_CAA33330_ (X15258) Type III 
chlorophyll a/b-binding protein [Lycopersicon esculentum] 



51851 



Seq, No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



precursor - rice 

type I light-harvesting 



403226 

LIB3431-061-P1-K1-B11 
BLASTX 
g4165550 
567 

l.Oe-58 
121 
88 

(AJ004915) apgm [Malus domestical 
403227 

LIB3431-061-P1-K1-B2 
BLASTX 
g320618 
477 

5.0e-48 
106 
85 

chlorophyll a/b-binding protein I 
>gi_218172_dbj_BAA00536_ (D00641) 
chlorophyll a/b-binding protein [Oryza sativa] 

>gi_227611_prf 1707316A chlorophyll a/b binding protein 1 

[Oryza sativa] 

403228 

LIB3431-061-P1-K1-B3 

BLASTX 

g3913192 

142 

9.0e-09 

70 

47 

CYTOCHROME P450 93A1 >gi_2129824_pir S62899 cytochrome 

P450 (CYP93 Al) - soybean >gi_1232111_dbj_BAA12159_ 
(083968) Cytochrome P-450 {CYP93A1) [Glycine max] 
>gi_1588679_prf 2209281A cytochrome P450 [Glycine max] 

403229 

LIB3431-061-P1-K1-B4 

BLASTX 

g400879 

202 

6.0e-16 

102 

48 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT PSAN PRECURSOR 

(PSI-N) >gi_479690_pir S35159 photosystem I chain psaN - 

barley >gi_19095_emb_CAA47056_ (X66428) photosystem I 
subunit N [Hordeum vulgar e] 

403230 

LIB3431-061-P1-K1-B7 

BLASTX 

g733454 

431 

l.Oe-42 



51852 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



103 
81 

{U23188) chlorophyll a/b-binding apoprotein CP26 precursor 
[Zea mays] 

403231 

LIB3431-061-P1-K1-C10 

BLASTX 

g4586058 

209 

2.0e-17 

116 

46 

{AC007020) unknown protein [Arabidopsis thaliana] 
403232 

LIB3431-061-P1-K1-C12 

BLASTN 

g2072554 



BLAST score 


4 / 


E value 


o . ue-1 / 


Match length 


199 


% identity 


81 


NCBI Description 


Oryza sativa metallothionein-. 




cds 


Seq. No. 


403233 


Seq. ID 


LIB3431-061-P1-K1-C2 


Method 


BLASTX 


NCBI GI 


gl052960 


BLAST score 


748 


E value 


l.Oe-79 


Match length 


146 


% identity 


91 


NCBI Description 


(U37437) PNIL34 [Ipomoea nil] 


Seq* No. 


403234 


Seq. ID 


LIB3431-061-P1-K1-C3 


Method 


BLASTN 


NCBI GI 


gl304214 


BLAST score 


51 


E value 


l.Oe-19 


Match length 


95 


% identity 


88 


NCBI Description 


Rice mRNA for precursor of 22 




(PSII-S), complete cds 


Seq. No. 


403235 


Seq. ID 


LIB3431-061-P1-K1-C4 


Method 


BLASTX 


NCBI GI 


g729668 


BLAST score 


197 


E value 


3.0e-15 


Match length 


58 


% identity 


60 



kDa protein of photosystem II 



NCBI Description 



HISTONE HI >gi_2147479_pir S65059 histone HI, 

drought-inducible - Lycopersicon pennellii >gi_436823 



51853 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



0 



(U01890) Solanum pennellii histone HI [Solanum pennellii] 
403236 

LIB3431-061-P1-K1-C5 

BLASTX 

g417154 

370 

l,0e-35 

98 

85 

HEAT SHOCK PROTEIN 82 >gi_100685_pir S25541 heat shock 

protein 82 - rice (strain Taichung Native One) 
>gi_20256_einb_CAA77978_ (Z11920) heat shock protein 82 
{HSP82) [Oryza sativa] 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403237 

LIB3431-061-P1-K1-C6 

BLASTN 

g218207 

191 

l,0e-103 

191 

100 

Oryza sativa laRNA for the small subunit of 

ribulose-1, 5-bisphosphate carboxylase, complete cds, clone 

pOSSS1139 

403238 

LIB3431-061-P1-K1-C7 

BLASTX 

g4850382 

152 

7.0e-10 

70 

44 

(AC007357) Similar to gb_D38124 EREBP-3 from Nicotiana 
tabacm and contains PF_00847 AP2 domain. [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



403239 

LIB3431-061-P1-K1-C8 

BLASTX 

g3126854 

670 

l.Oe-70 

126 

100 

(AF061577) chlorophyll a/b binding protein [Oryza sativa] 
403240 

LIB3431-061-P1-K1-C9 

BLASTX 

g3158476 

310 

9.0e-35 

109 

64 



51854 



NCBI Description (AF067185) aquaporin 2 [Samanea saman] 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403241 

LIB3431-061-P1-K1-D11 
BLASTX 
g320618 
540 

2.0e-55 
117 
86 

chlorophyll a/b-binding protein I 
>gi_218172_dbj_BAA00536_ {D00641) 
chlorophyll a/b-binding protein [Oryza sativa] 

>gi_227611_prf 1707316A chlorophyll a/b binding protein 1 

[Oryza sativa] 



precursor - rice 

type I light-harvesting 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403242 

LIB3431-061-P1-K1-D12 

BLASTX 

gl32105 

591 

3.0e-61 

127 

87 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi__2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403243 

LIB3431-061-P1-K1-D2 

BLASTX 

g2864617 

154 

4,0e-10 

62 

55 

(AL021811) H+-transporting ATP synthase chain9 - like 
protein [Arabidopsis thaliana] >gi_5730141_emb_CAB52473 . 1_ 
(AJ245574) ATP synthase beta chain precursor (subunit II) 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403244 

LIB3431-061-P1-K1-D3 

BLASTX 

g2293480 

344 

2.0e-40 

89 

96 

(AF011331) glycine-rich protein [Oryza sativa] 



51855 











Mo h o H 


RT.ASTX 


NCBI GI 


g3126854 


BLAST score 


612 


Hi VclXUc 


o * ue o*4 




114 
X x^ 
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bLiAbi score 


O Q c 

zoo 


rj vaxue 


1 rio— 1 Q 
X • ue X J 




/ o 


% identity 


54 


NCBI Description 


{AF118222) contains similarity to Iron/Ascorbate family of 




rtvi HrM^oHnr^-ha doa ^P-Fam* PPflflf^TI Qr-riTO^:'^ fl 7 1 F=9 9o — ftR 
(J AXLlvJx eUUt^ Ldoeo ^i^-l- aJ.lL • irruuu/x^ oowxe — ou/.x^ jzj — • ^ c o o / 
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^riXiU *± i?oz ^ ; puuacxve xxavanune o Jjctd iiyu.xUAyxd.oe 




r ZX T~a In "i H r^m qtq "hVialianal 

|_rlX CLUXLlvJ^O Xo L.11CIXXC1.11CI J 


beq. iMo. 




oeq. xu 


XiXoO^jX U DX itX .^X L/D 


LYietnoci 


■RT aQTM 


NCBI GI 


g505134 


BLAST score 


154 


£j vaxue 


c Ho— PI 

0 • ue o X 


Match, length 


Z,5U 


% identity 




iNUox uescrxptxon 


rs-Xce iuixIh-h xor xexxecioxni^ coiiipxete ctio 


oeq. No. 


4 Uoz4o 


oeq* XL/ 


T TR'^4'^1 — rif^l —PI — Pfl — n7 
XiXl30ftOX UDX rX J\X X// 






\7PR T (ZT 
v*^aL VjX 


/T94n79fi1 


BLAST score 


522 


E value 


3,0e-53 


LXldUUXl xciiyLii 




B- T /"fl^Jno "I— "1 4- T T 

■5 iaenT,ix,y 


QQ 


NCBI Description 


{AF017363) ribulose 1, S^bisphosphate carboxylase small 




suDunxu L^j-Y^a sauxvaj 


beq. No, 


yi n /I Q 
4Uoz4 y 


oeq. ±u 


T TR'^4'^1 — Df^l -PI — nfl 
XjXCOftOX U ox IT X J\X JJu 


L ie L.lXXv'U 




NCBI GI 


g3047064 


BLAST score 


293 


E value 


2.0e-26 


Match length 


116 


% identity 


54 



NCBI Description (AF058825) contains similarity to peptidyl-prolyl cis-trans 
isomerase {Pfam: pro_isomerase , hmm, score: 23.8 6 and 28.41 
[Arabidopsis thaliana] 



51856 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403250 

LIB3431-061-P1-K1-E1 

BLASTX 

g4803924 

571 

6,0e-59 

141 
77 

(AC0G6264) putative ER lumen protein retaining receptor 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403251 

LIB3431-061-P1-K1-E10 

BLASTX 

g2492519 

401 

l.Oe-45 

97 

86 

26S PROTEASE REGULATORY SUBUNIT 7 {26S PROTEASOME SUBUNIT 
7) >gi_1395191_dbj_BAA13021_ (D86121) 26S proteasome ATPase 
subunit [Spinacia oleracea] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403252 

LIB3431-061-P1-K1-E12 

BLASTX 

g3135751 

398 

9.0e-39 

79 

95 

{AJ006095) 
arietinum] 



26S protease regulatory siabunit 6 [Cicer 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403253 

LIB3431-061-P1-K1-E2 

BLASTX 

g417260 

381 

l.Oe-36 

121 
64 

LIGHT REGULATED PROTEIN PRECURSOR >gi_422003__pir S33632 

lirl protein - rice >gi__20263_emb_CAA48706_ (X68807) 
light-regulated gene [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403254 

LIB3431-061-P1-K1-E4 

BLASTX 

g2570511 

307 

5.0e-28 

94 

66 

(AF022738) chlorophyll a-b binding protein [Oryza sativa] 



Seq. No. 



403255 



51857 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3431-061-P1-K1-E6 

BLASTX 

gll5787 

552 

l.Oe-56 

105 

99 

CHLOROPHYLL A-B BINDING PROTEIN 2 PRECURSOR (LHCII TYPE I 

CAB-2) (LHCP) >gi_82461_pir S03706 chlorophyll a/b-binding 

protein 2R precursor - rice >gi_20182_einb_CAA32109_ 
(X13909) chlorophyll a/b-binding preprotein (AA -28 to 235) 
[Oryza sativa] 





SeQ- No. 


403256 




Seq. ID 


LIB3431-061-P1-K1-E8 




Method 


BLASTX 




NCBI GI 


gl881585 




BLAST score 


187 




E value 


5.0e-14 




Match length 


44 




% identity 


80 




NCBI Description 


(U72489) remorin [Solanum tuberosum] 




Seq. No. 


403257 


K. B. 


Seq. ID 


LIB3431-G61-P1-K1-E9 




Method 


BLASTX 




NCBI GI 


g401190 


y ^ 


BLAST score 


669 




E value 


2.0e-70 




Match length 


128 




% identity 


96 




NCBI Description 


THAUMATIN-LIKE PROTEIN PRECURSOR >gi 



0715_pir S25551 

thaumatin-like protein - rice >gi_2037 6_errib_CAA48278_ 
(X68197) thaumatin-like protein [Oryza sativa] 



Seq. No. 


403258 


Seq. ID 


LIB3431-061 


Method 


BLASTX 


NCBI GI 


g3775987 


BLAST score 


430 


E value 


2.0e-42 


Match length 


112 


% identity 


71 


NCBI Description 


(AJ010457) ] 


Seq. No. 


403259 


Seq. ID 


LIB3431-061- 


Method 


BLASTX 


NCBI GI 


gl31225 


BLAST score 


311 


E value 


l.Oe-28 


Match length 


105 


% identity 


65 


NCBI Description 


PHOTOSYSTEM 




V) (PSI-L) : 



precursor - barley >gi_167087 {M6114 6) photosystem I 
hydrophobic protein [Hordeum vulgare] 



51858 



O C ^ ■ IM vj • 


KJ -J \J\J 


^e^rt TD 

tZ>C(^ • J-Lf 


T.TR3411 -061 -P1-K1-F12 


Method 


BLASTN 


NCBI GI 
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Al 


E valuB 








% identity 
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Method 


BLASTX 


NCBI GI 


g2653558 


l3ijri.O i bOUic 


606 


E value 


4 . ue— 00 


Match length 


XZ4 




Q3 


NCBI Description 


\UDUOfj} xerrecLOxxn suxnuc i;cu.uuL.ciot^ px-eouioux. icix^a. nu 


Qorr Mr* 


4 03969 


O^z-r TPi 

beq. liJ 


XiXDOftOX UOX irX JXX r -3 


Method 


oXi/io i A 




gzu / zooo 


BLAST score 


237 


E value 


8.0e-20 


Match length 


/I A 


■5 Identity 


inn 
XUU 


NCBI Description 


^ArUUXoybj ine Laxxornionein— xiKe prorein [uryza sauivaj 




^rri 6103441 /-tK aaTn3603 1 (lXV^All^f^\ mpk-h^l l nl-hi nnf^i n — 

1 ox U J 4 4 X go Jt\H.Jl UO duo > X \r\C X / / 0 0 J ILlci UclXXw L.iiXtJllt:Xii 




protein [Oryza sativa] 


oe<5 • INO . 




beg, Lu 


T TR3Z131 -061 -Pi -Pfl -F^ 
XiXJDOf±OX U ox IT X iVX r D 


Method 


BLASTN 


NCBI GI 


g6006355 


BLAST score 


00 


E value 


X . ue— XU 


Ma t cn 1 engt n 


A A 






NCBI Description 


Oryza sativa genomic DNA/ chroitiosoitie 6, clonet P04 93C11 


oeg. NO. 


4 U jZ 04 


oeg. xu 


T TR'^431 — nf^i — PI —X<"\ — Tr6 
X1X0O4 jX UOX rX r\X I; O 


Method 


dXiAd JL A 


NCBI GI 


g2315363 


BLAST score 


212 


E value 


/ . ue— X / 


Match length 


lie 
xxo 


% identity 


38 


NCBI Description 


(AF016441) No definition line found [Caenorhabditis 




elegans] 


Seq. No. 


403265 


Seq. ID 


LIB3431-061-P1-K1-F8 


Method 


BLASTN 



51859 



NCBI GI 


g6015437 


BLAST score 


36 


Hi VaXUe 


X • V tJ X u 


Mstch. length 


A 1 
ft / 


% identity 


oo 




Hriirm Qa-n"} fine; PPYl ttiRNA prnTTnl f^t P Pfis 
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4 Uoz bo 




T TR^A^I -Ofil -PI -K1 -FQ 


Method 
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BLAST score 


40 
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beq. NO. 


^ U jZO / 


oeq. xjj 


XiXoOriOX UOX IT X iVX OX 


Method 


oXjriO i LN 


NCBI GI 


g4138289 


BLAST score 


300 


E value 


X . ue X DO 


Match length 


OXii 


% identity 


Q Q 

y y 


NCBI Description 


uryza sax.iva iniviNjrt. loir u,moi:ccnjxxii ra 


Seq. No. 


yi ri o o £ro 


beq. lu 


ijxb04 JX^UdI irl — l\X~ijXU 


Method 


"DT Zi QTV 


NCBI GI 


g4105561 


BLAST score 


568 


E value 


1 • ue oo 


Match length 


xz / 


% identity 


Q Q 

o y 


M T r\ ^ o T* T T> T n 
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4 uoz oy 


oeq. XU 


XjXDO^OX UOX irX JaX oXX 




PT 21QTY 


iN X ox 


^ O ^ U U X o 


BLAST score 


409 


E value 


5.0e-40 


Match length 


98 


% identity 


80 


NCBI Description 


chlorophyll a/b-binding protein I precursor 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



rice 

>gi_218172_dbj_BAA00536_ (D00641) type I light-harvesting 
chlorophyll a/b-binding protein [Oryza sativa] 

>gi_227 611_prf 1707316A chlorophyll a/b binding protein 1 

[Oryza sativa] 

403270 

LIB3431-061-P1-K1-G12 

BLASTX 

g3057120 

256 

2.0e-22 



51860 



0 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



67 
66 

(AF023159) starch synthase DULLl [Zea mays] 
403271 

LIB3431-061-P1-K1-G2 

BLASTX 

g3790102 

594 

l.Oe-61 

133 

84 

(AF095521) pyrophosphate-dependent phosphof ructokinase 
alpha subunit [Citrus X paradisi] 

403272 

LIB3431-061-P1-K1-G4 

BLASTX 

gll73275 

159 

4,0e-ll 

47 

70 

CHLOROPLAST 30S RIBOSOMAL PROTEIN S7 

>gi_2119068_pir S58630 ribosomal protein S7 - maize 

chloroplast >gi_902274_emb__CAA60339_ (X86563) ribosomal 
protein S7 [Zea mays] >gi_902298_emb_CAA60362_ (X86563) 
ribosomal protein S7 [Zea mays] 



Seq. No. 


403273 


Seq. ID 


LIB3431-I 


Method 


BLASTX 


NCBI GI 


gl498315 


BLAST score 


355 


E value 


l.Oe-33 


Match length 


126 


% identity 


58 


NCBI Description 


(U56419) 


Seq. No. 


403274 


Seq. ID 


LIB3431- 


Method 


BLASTX 


NCBI GI 


g5931694 


BLAST score 


410 


E value 


3.0e-40 


Match length 


104 


% identity 


76 


NCBI Description 


(Y18470) 


Seq. No. 


403275 


Seq. ID 


LIB3431- 


Method 


BLASTN 


NCBI GI 


gll44509 


BLAST score 


36 


E value 


l.Oe-10 


Match length 


44 


% identity" 


95 



-P1-K1-G7 



Exportinl (XPOl) protein [Arabidopsis thaliana] 



51861 



€1 



NCBI Description Oryza sativa wanderer mobile element linked to Xa21 





1 O ^ / u 




TTR^4'^1-n^1-Pl -Kl -HI 1 

J_iJ-0^r±OX U U J- IT X IXJ. nj- J. 


Method 


BLASTX 


NCBI GI 


g81946 






Hi vax\ie 


z . ue 4i 0 


lYiaucn xengi,n 


y X 


•& icientity 




NUiJi uescripTzion 


protochlorophyllide redu< 




garden pea 


O • LN u • 




Seq, ID 


LIB3431-061-P1-K1-H12 


Method 


BLASTN 




gy ft y / J? 






Hi vaxue 


X • ue xu 


rid U oil icIiyUH 


ou 


^ n ^^^^ T ^ T T 

-6 laenuiny 




NCBI Description 


z.mays blossy^ locus DNA 




4 UOZ / 0 


oecj* Lu 


T TVi'^A "51 _n^;i _D1 —Tfl —U'^ 

XiXdo^I jX Uol r X J\l 


Method 


BLASTX 


NCBI GI 


g3789954 


biiAbi score 


c c: Q 


E value 


1 . Ue-0 / 


Match length 








NCBI Description 


(AFu9477o) chlorophyll a^ 




sativa] 






Seq. ID 


LIB3431-061-P1-K1-H4 


Method 


BLASTX 


NCBI, GI 


g2435511 


BLAST score 


474 


E value 


l.Oe-47 


Match length 


111 


% identity 


74 



NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



alpha subunit [Arabidopsis thaliana] 
403280 

LIB3431-061-P1-K1-H5 

BLASTX 

g3947448 

212 

5.0e-17 

102 
44 

{AL033535) cDNA EST yk301fl.5 comes from this gene; cDNA 
EST yk475f6.3 comes from this gene; cDNA EST yk301fl.3 
comes from this gene; cDNA EST yk475f6.5 comes from this 
gene; cDNA EST yk499g5.5 comes from this gene; cDNA EST . 



51862 



o • 

>gi_3947543_emb_CAA88952.1_ (Z49127) cDNA EST yk301fl,5 
comes from this gene; cDNA EST yk475f6.3 comes from this 
gene; cDNA EST yk301fl.3 comes from this gene; cDNA EST 
yk475f6.5 comes from this gene; cDNA EST yk499g5.5 comes 
from this gene; cDNA EST yk 



beg. NO. 


/ m 0 Q 1 


beg. ID 


bliD0 4 JX~U OX-r X— i\X-"nO 


Method 


oXiiiO i JN 




gy4 y y / y 


Diiiibi score 


4 y 


c* vaxue 


X , ue xo 




Q7 


^ xCicii uity 


0 0 


NCBI Description 


Z.mays Glossy2 locus DNA 


Seq. No. 


403282 


beq. XJJ 


T yQQyiQi CiC\ "Di 1^1 in 


Metnoa 


bXAb iA 


NCBI GI 


gl483213 


oLAbi score 


•3 n Q 


E value 


4 . Oe-28 


Match length 


108 


^ identity 


DO 


NCBI Description 


(X96480) PAC [Arabidopsis thaliana] 




>gi_5729705_gb_AAD48512.1_AC007927_2 (AC007927) pale cres, 




protein [Arabidopsis thaliana] 


Seq. No. 


h r\ o o o o 

403283 


Seq. ID 


LIB3431-061-P1-K1-H9 


Mernoa 


bXlAb iX 


NCBI GI 


g3075488 


BLAST score 


705 


E value 


X . ue- / 4 


Match length 


Xo / 


% identity 


99 


NCBI Description 


{AF058796) chlorophyll a/b-binding protein [Oryza sativa] 


Seq. No. 


403284 


Seq. ID 


LIB3431-062-P1-K1-A1 


Method 


BLASTX 


NCBI GI 


g3885888 


BLAST score 


321 


E value 


1 , Oe-29 


Match length 


1 n Q 
lUo 


-5 iaeni.ix,y 


DO 


NCBI Description 


(AF093632) high mobility group protein [Oryza sativa] 


Seq. No. 


403285 


Seq. ID 


LIB3431-062-P1-K1-A10 


Method 


BLASTX 


NCBI GI 


g3929545 


BLAST score 


425 


E value 


9.0e-42 


Match length 


107 


% identity 


84 


NCBI Description 


(AF067194) S-adenosylmethionine decarboxylase [Oryza 



51863 



sativa] 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403286 

LIB3431-062-P1-K1-A12 

BLASTX 

g5360591 

476 

9.0e-48 

149 

60 

(AB022328) nClpP3 [Arabidopsis thaliana] 



403287 

LIB3431-062-P1-K1-A2 

BLASTX 

g419742 

624 

3.0e-65 

127 

91 

protochlorophyllide reductase 
loblolly pine 



(EC 1.3.1.33) precursor - 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403288 

LIB3431-062-P1-K1-A3 

BLASTX 

g548603 

434 

7.0e-43 

130 

70 

PHOTOS YSTEM I REACTION CENTRE SUBUNIT II PRECURSOR 
(PHOTOSYSTEM I 20 KD SUBUNIT) (PSI-D) 

>gi__478404_pir JQ2247 photosystem I chain D precursor - 

barley >gi_l 67085 (M98254) PSI-D subunit [Hordeum vulgare] 



Seq, No. 


403289 


Seq, ID 


LIB3431-062-P1-K1-A7 


Method 


BLASTX 


NCBI GI 


gl835731 


BLAST score 


180 


E value 


9.0e-14 


Match length 


44 


% identity 


80 


NCBI Description 


{U86018) photosystem II 10 


Seq. No. 


403290 


Seq. ID 


LIB3431-062-P1-K1-A8 


Method 


BLASTX 


NCBI GI 


g3126854 


BLAST score 


648 


E value 


l.Oe-73 


Match length 


150 


% identity 


93 


NCBI Description 


(AF061577) chlorophyll a/b 


Seq. No. 


403291 



51864 



Sea ID 


LIB3431-062-P1-K1-A9 


Method 


BLASTN 


NCBI GI 


g4138289 


BLAST score 


228 


Hi V Ct-L LI ~ 


1 . Oe-125 




276 






NPRT ne=^ '=?PT'L'Dt* 1 on 

LH \^ i—> J. J-/ ^ O ^ JL -L. \J i. i 


Oryza sativa inRNA for thioredoxin M 


O • iN vj • 


ri\J ^ Zf iL 


^prr TO 


LIB3431-062-P1-K1-B10 




BLASTX 


NCBI GI 


gl31388 


BLAST score 


250 


E value 


2.0e-21 


Match length 


95 


% identity 


65 


NCBI Description 


OXYGEN-EVOLVING ENHANCER PROTEIN 1 PRECURSOR 



(OEEl) (33 KD 

SUBUNIT OF OXYGEN EVOLVING SYSTEM OF PHOTOS YSTEM II) (33 KD 

THYLAKOID MEMBRANE PROTEIN) >gi_100831_pir S16260 

photosystem II oxygen-evolving complex protein 1 - common 
wheat X Sanduri wheat >gi_21844_emb_CAA40670_ (X57408) 
33kDa oxygen evolving protein of photosystem II [Triticum 
aestivum] 



Seq. No. . 


403293 


Seq. ID 


LIBo4 Jl-Uoz-Pl-KX-olz 


Method 


BLASTX 


NCBI GI 


g4914411 


BLAST score 


363 


E value 


2.0e-34 


Match length 


105 


% identity 


68 


NCBI Description 


{AL050352) putative prot< 


Seq. No* 


403294 


Seq. ID 


LIB3431-062-P1-K1-B3 


Method 


BLASTX 


NCBI GI 


g4733937 


BLAST score 


264 


E value 


8.0e-23 


Match length 


146 


% identity 


42 


NCBI Description 


(AF080245) sesquiterpene 


Seq. No. 


403295 


Seq. ID 


LIB3431-062-P1-K1-B4 


Method 


BLASTX 


NCBI GI 


gl261917 


BLAST score 


339 


E value 


l.Oe-31 


Match length 


96 


% identity 


62 


NCBI Description 


(X96979) lipid transfer i 


Seq. No. 


403296 


Seq. ID 


LIB3431-062-P1-K1-B5 



[Elaeis oleifera] 



51865 



Method 


BLASTX 


NCBI GI 


gl617197 


BLAST score 


298 


E value 


7,0e-27 




7fi 




75 


NCBT DescriDtion 


(Z72488) CP12 TNicotiana tabacuml 


O ^ « LN • 


U O ^ ^ / 


Spa TD 


LIB3431-062-P1-K1-B6 


Method. 


BLASTX 


NCBI GI 


02245015 

u ^ 4l« ^ ^ V JL ^ 


BLAST score 


463 


E value 


3.0e-46 


Matph 1 f=»nnth 


107 


^ i dpnt "i t V 


80 


NPRT DpcmT" T nl" 1 on 


\ Li 1 -^rt J. f ^ X Ll^^O y X UX CLilO XOX d o C XXJVC ^Xt.,/L.CXXX [_jn.X CLJi^Xkjlv_<i^i 




i-'h a 1 -5 sn;^ 1 

CllClJ. J-dllCl J 


o ^ • LN w • 




Sea ID 


LIB3431-062-P1-K1-B7 

xixx}<_^*x^x irx i\x u/ 


Method 


BLASTX 


NCBI GI 


g2286121 


BLAST score 


521 




5 Op-53 








Q7 




ocoxri xxjs.t3 ^x^jucxii i^vxyZiCi oduxvcij 


oecj. iNO* 




9pa in 


T,TR3431 -Dfi^-PI -Kl -"Rft 

Xi X O <J 1 -J X \J\J£^ IT X r\.x DO 


Method 


BLASTX 


NCBI GI 


g871931 


BLAST score 


248 


F. Mf^ 1 np 

J— 1 V CI t-J, 


6. Oe-21 


M^^'hphi 1 PTirfhh 

Jd L ^11 _l- 1 J. U L, 11 


75 


X) XlwJ.011 UX L. 




NCBI DescriDtion 


fD307631 fprrpdn3fln fOTv^a «=5atTv^il 


O C (.^ > IN « 




Sea ID 


LIB3431-062-P1-K1-C11 


Method 


BLASTX 


i-NV^OX V3X 


1^ X X o / / ^ 


BLAST score 


156 


E value 


6, Oe-11 


Match length 


32 


% identity 


100 


NCBI Description 


CHLOROPHYLL A-B BINDING PROTEIN 1 PRECURSOR (LHCII ' 




PAR— 1 ^ ^TRPP^ ^rri 874^0 n-) r- C|n?7nR r-h 1 nr-nr^h^/l 1 a /H- 
V^iT-D xj ^Jjllv^iry '^y-i- Oi^rtOU P-L-l- oUO/UO CllxUx OpiiyXX di/L) 




pxotexii xr\ pxecuxsor xice '^yx zui/o enuL) oHrijzxuo 




\,Ax-jyuo; cnxoropnyxx a/o oxnaxng preprotem ^Hri. ojl 






Seq. No. 


403301 


Seq. ID 


LIB3431-062-P1-K1-C12 


Method 


BLASTX 


NCBI GI 


g5091520 



TYPE I 



51866 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq* No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



204 

6.0e-16 

130 

45 

(AB023482) ESTs AU058081 (E30812) , AU058365 (E50679) , 
AU030138 (E50679) correspond to a region of the predicted 
gene.; Similar to Spinacia oleracea itiRNA for proteasome 
37kD subunit, {X96974) [Oryza sativa] 

403302 

LIB3431-062-P1-K1-C5 

BLASTX 

gl32105 

553 

7.0e-57 

120 
87 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase {EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375__prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 

403303 - 

LIB3431-062-P1-K1-C6 

BLASTX 

gl854378 

252 

l.Oe-25 

125 

56 

(AB001338) Sucrose-Phosphate Synthase [Saccharum 
of f icinarum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



403304 

LIB3431-062-P1-K1-C7 

BLASTX 

g4972111 

546 

6.0e-56 

151 

62 

(AL078579) protein phosphatase homolog (PPHl) [Arabidopsis 
thaliana] 

403305 

LIB3431-062-P1-K1-C9 

BLASTN 

g2072554 

188 

l.Oe-101 

196 

99 



51867 



NCBI Description Oryza sativa metallothionein-like protein mRNA, complete 
cds 



Seq. No- 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



403306 

LIB3431-062-P1-K1-D1 

BLASTN 

g2267594 

49 

4,0e-19 

49 

100 

Oryza sativa plastocyanin precursor, 



mRNA, complete cds 



403307 

LIB3431-062-P1-K1-D11 

BLASTX 

gl835731 

461 

5.0e-46 

95 

95 

(U86018) photosystem II 10 kDa polypeptide [Oryza sativa] 
403308 

LIB3431-062-P1-K1-D12 

BLASTX 

g2244965 

307 

3.0e-2B 

85 

68 

{Z97340) hypothetical protein [Arabidopsis thaliana] 
403309 

LIB3431-062-P1-K1-D2 

BLASTN 

g6015437 

35 

3.0e-10 

35 

100 

Homo sapiens PEXl mRNA, complete cds 
403310 

LIB3431-062-P1-K1-D3 

BLASTX 

g21695 

361 

3.0e-34 

110 

62 

{X66014) cathepsin B [Triticum aestivum] 
403311 

LIB3431-062-P1-K1-D4 

BLASTX 

g4585882 



51868 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



444 

2.0e-45 

141 

70 

(AC005850) PSI type III chlorophyll a/b-binding protein 
[Arabidopsis thaliana] 

403312 

LIB3431-062-P1-K1-D5 

BLASTX 

g3290022 

434 

9,0e-43 

142 

58 

(AF044173) cysteine synthase; CS-B; 0-acetylserine (thiol) 
lyase; plastidic isoform [Solanum tuberosum] 



Seq. No. 


403313 


Seq. ID 


LIB3431-062-P1-K1-D7 


Method 


BLASTX 


NCBI GI 


g3201969 


BLAST score 


225 


E value 


2.0e-18 


Match length 


43 


% identity 


98 


NCBI Description 


{ AFC 6 8 3 3 2 ) submergence 


Seq. No. 


403314 


Seq. ID 


LIB3431-062-P1-K1-E1 


Method 


BLASTN 


NCBI GI 


g2624325 


BLAST score 


86 


E value 


9.0e-41 


Match length 


110 


% identity 


95 


NCBI Description 


Oryza sativa mRNA for > 




(OsGRPl) 



submergence induced protein 2A [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



403315 

LIB3431-062-P1-K1-E11 

BLASTN 

g218209 

155 

l.Oe-81 

281 
96 

Oryza sativa mRNA for the small subunit of 
ribulose-1, 5-bisphosphate carboxylase, complete cds, 
pOSSS2106 

403316 

LIB3431-062-P1-K1-E12 

BLASTX 

g3618310 

331 

6.0e-31 



clone 



51869 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



€1 



101 
65 

(AB001883) 



zinc finger protein [Oryza sativa] 



403317 

LIB3431-062-P1-K1-E3 

BLASTX 

g320618 

476 

8.0e-48 

115 

80 

chlorophyll a/b-binding protein I precursor - rice 
>gi_218172_dbj_BAA00536_ (DQ0641) type I light-harvesting 
chlorophyll a/b-binding protein [Oryza sativa] 

>gi_227611_prf 1707316A chlorophyll a/b binding protein 1 

[Oryza sativa] 

403318 

LIB3431-062-P1-K1-E4 

BLASTX 

g2832606 

214 

5.0e-17 

90 

50 

(AL021635) predicted protein [Arabidopsis thaliana] 
>gi_3292810_einb_CAA19800.1_ (AL031018) putative protein 
[Arabidopsis thaliana] 



Seq. No. 


403319 


Seq, ID 


LIB3431-062-P1-K1-E5 


Method 


BLASTX 


NCBI GI 


g2306981 


BLAST score 


409 


E value 


2.0e-44 


Match length 


98 


% identity 


91 


NCBI Description 


(AF010321) photosystem I antenna protein [Oryza sativa] 


Seq. No. 


403320 


Seq. ID 


LIB3431-062-P1-K1-E6 


Method 


BLASTX 


NCBI GI 


g4512705 


BLAST score 


483 


E value 


l.Oe-48 


Match length 


144 


% identity 


69 


NCBI Description 


(AC006569) putative serine/threonine protein kinase 




[Arabidopsis thaliana] 


Seq. No. 


403321 


Seq. ID 


LIB3431-062-P1-K1-E7 


Method 


BLASTX 


NCBI GI 


g2739375 


BLAST score 


197 


E value 


3.0e-15 



51870 



Match length 

% identity 

NCBI Description 

Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



109 
46 

{AC002505) 



unknown protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



403322 

LIB3431-062-P1-K1-E8 

BLASTN 

g5042437 

287 

l.Oe-160 

358 

99 

Oryza sativa BAC T4 9B20 genomic sequence^ complete sequence 
403323 

LIB3431-062-P1-K1-F1 

BLASTX 

g4079798 

227 

4.0e-20 

92 

60 

(AF052203) 23 kDa polypeptide of photosystem II [Oryza 
sativa] 

403324 

LIB3431-062-P1-K1-F10 

BLASTX 

gl32105 

270 

4.0e-24 

79 

71 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094__pir RKR2;S9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 
sativa] >qi 226375 prf 1508256A ribulose bisphosphate 
carboxylase S [Oryza sativa] 

403325 

LIB3431-062-P1-K1-F11 

BLASTX 

g5042462 

221 

9.0e-18 

109 

47 

(AC007789) putative negatively light-regulated protein 
[Oryza sativa] 

403326 

LIB3431-062-P1-K1-F12 
BLASTX 



51871 







BLAST score 


775 


E value 


7.0e-83 


lYiarcn xengun 




% identity 




NCBI Description 


(ArUl/ooJj riDuiose 1,1 




subunit [Oryza sativa] 


Seq. No, 


A n O O "7 


oeq. iJU 


JjXdo^oX UDZ rl J\l C J 


Method 


nliAoiA 


NCBI GI 


g3885894 


BLAST score 


302 


E value 


1 • ue z / 


Match length 


yu 


-6 laentity 


1 Z 


NCBI Description 


tAtuyoDooj pnotosysceni" 


Seq. No. 


/I n o o o o 


beq. iJJ 


TTt5'3>i'3i ntf;o Di T^i in 
liliio4ol— UDZ-rl-J\i-r / 


ixieuiioQ 






gj / 0 y yoz 


BLAST score 


290 


E value 


2.0e-26 


Matcn lenguii 


/ 1 


% identity 


86 


NCBI Description 


(AFO 94775) chlorophyll 




sativa] 


Seq. No. 


403329 


C TVS 

beq. Xu 


TTt3'3/t'3i n^o m iyi tpo 
Llrio4oi— UbZ-Fl-Kl-r o 


jxie L.noa 




JNUrsI bl 


gZ4U /zoi 


BLAST score 


614 


E value 


5.0e-64 


Match length 


IZo 


-6 Identity 


on 

yu 


NCBI Description 


(AFul7363) ribulose I,, 




subunit [Oryza sativa] 


Seq. No. 


403330 


beq. iJJ 


TT'D'5/1'51 n^TO m VI TPQ 

LlrS^4 ji—UDZ-*rl— ivl~r y 






NCBI GI 


gl32105 


BLAST score 


391 


E value 


7.0e-38 


Match length 


108 


% identity 


75 



NCBI Description 



RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 



51872 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403331 

LIB3431-062-P1-K1-G1 

BLASTX 

g2462834 

293 

3.0e-26 

106 

57 

{AF000557) hypothetical protein [Arabidopsis thaliana] 
403332 

LIB3431-062-P1-K1-G10 

BLASTN 

gl835730 

156 

l,0e-82 

164 

99 

Oryza sativa photosystem II 10 kDa polypeptide itiRNA, 
complete cds 



Seq. No. 


403333 


Seq. ID 


LIB3431-062-P1-K1-G11 


Method 


BLASTX 


NCBI GI 


g3126854 


BLAST score 


289 


E value 


2.0e-26 


Match length 


57 


% identity 


98 


NCBI Description 


{AF061577) chlorophyll a/b 


Seq. No. 


403334 


Seq. ID 


LIB3431-062-P1-K1-G12 


Method 


BLASTX 


NCBI GI 


g3885892 


BLAST score 


667 


E value 


3.0e-70 


Match length 


136 


% identity 


94 


NCBI Description 


(AFO 93634) photosystem-1 F 


Seq. No. 


403335 


Seq. ID 


LIB3431-062-P1-K1-G2 


Method 


BLASTX 


NCBI GI 


g5031281 


BLAST score 


356 


E value 


l.Oe-33 


Match length 


121 


% identity 


60 


NCBI Description 


(AF139499) unknown [Prunus 


Seq. No, 


403336 


Seq. ID 


LIB3431-062-P1-K1-G3 


Method 


BLASTX 


NCBI GI 


g2072555 


BLAST score 


237 



F subunit precursor [Oryza sativa] 



51873 



E value 
Match length 
% identity 
NCBI Description 



9.0e-20 

44 

100 

(AF001396) metailothionein-like protein [Oryza sativa] 
>gi_6103441_gb_AAF03603.1_ {AF147786) metallothionein-like 
protein [Oryza sativa] 





oeg. wo. 


A Ci'^'^'^l 




Clf^rr TV) 


J-lXOO'xOX \J\J^ CI. JAX V3*± 




Method 


Jbijiio i A 




■NTOO T r'T 

NUrSi bi 


goizo / il 




DL1H.0 1 score 


^ 0 / 




Hi V cLX U-v:^ 








1 4ft 
X 1 0 




% identity 


62 




NCBI Description 


{ALQ79347) putative protein [Arabidopsis thaliana] 




Seq. No„. 


403338 




Seq. ID 


LIB3431-G62-P1-K1-G5 




Method 


BLASTX 




NCBI GI 


gl32105 


■x-r " 


BLAST score 


751 




E value 


6.0e-80 




Match length 


164 




% identity 


88 




NCBI Description 


RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 



(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
{D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 



Seq. No. 


403339 


Seq. ID 


LIB3431-062-P1-K1-G6 


Method 


BLASTX 


NCBI GI 


g4 9732 64 


BLAST score 


376 


E value 


4.0e-36 


Match length 


93 


% identity 


73 


NCBI Description 


{AF144391) thioredoxin-like 5 


Seq. No. 


403340 


Seq. ID 


LIB3431-062-P1-K1-G7 


Method 


BLASTX 


NCBI GI 


g3913018 


BLAST score 


515 


E value 


3.0e-52 


Match length 


125 


% identity 


81 


NCBI Description 


FRUCTOSE-BISPHOSPHATE ALDOLASE 



[Arabidopsis thaliana] 



(ALDP) >gi_218155_dbj_BAA02730_ 
aldolase [Oryza sativa] 



CHLOROPLAST PRECURSOR 
(D13513) chloroplastic 



51874 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403341 

LIB3431-062-P1-K1-G8 

BLASTN 

g20369 

388 

O.Oe+00 

396 

99 

Oryza sativa shoot GS2 mRNA for chloroplastic glutamine 
synthetase (EC 6.3.1.2) (clone lainbda-GS31) 
>gi_2170909_dbj_E02681_E02681 cDNA encoding precursor of 
chloroplast localising glutamine synthetase 



Seq. No. 




Seq. ID 




LYietnoa 


■RT SlCITV 


NCBI GI 


g3289002 


BLAST score 


590 


E value 


4.0e-61 


Match length 


170 


% identity 


42 


NCBI Description 


(AF073522) CRPl [Zea mays] 


Seq. No. 


403343 


Seq. ID 


LIB3431-062-P1-K1-H5 


Method 


BLASTX 


NCBI GI 


g2072555 


BLAST score 


237 


E value 


l.Oe-19 


Match length 


44 


% identity 


100 


NCBI Description 


(AF001396) metallothionein- 




>gi_6103441_gb_AAF03603.1_ 




protein [Oryza sativa] 



(AF147786) metallothionein-like 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403344 

LIB3431-062-P1-K1-H7 

BLASTX 

gl32105 

606 

5.0e-63 

131 

87 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1,39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 



Seq, No. 
Seq. ID 
Method 
NCBI GI 



403345 

LIB3431-062-P1-K1-H9 

BLASTN 

g6015437 



51875 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



35 

3,0e-10 

35 

100 

Homo sapiens PEXl iriRNA, complete cds 
403346 

LIB3431-062-P1-N1-A1 

BLASTN 

g3885887 

465 

O.Oe+00 

473 

100 

Oryza sativa high mobility group protein 
complete cds 



(HMG) mRNA, 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



403347 

LIB3431-062-Pr-Nl-A10 

BLASTX 

g3913426 

362 

2.0e-34 

67 

100 

S-ADENOSYLMETHIONINE DECARBOXYLASE PROENZYME (ADOMETDC) 
(SAMDC) >gi_1532048__emb_CAA69074_ (Y07766) 
S-adenosylmethionine decarboxylase [Oryza sativa] 

403348 

LIB3431-062-P1-N1-A2 

BLASTX 

g2598151 

251 

2.0e-21 

50 

94 

(AF027350) NADPH:protochlorophyllide oxidoreductase porB 
[Pinus taeda] 

403349 

LIB3431-062-P1-N1-A6 

BLASTX 

gl31225 

360 

3.0e-34 

99 

71 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT XI PRECURSOR [SUBUNIT 

V) (PSI-L) >gi__100605_pir ^A39759 photosystem I 18K protein 

precursor - barley >gi_167087 (M6114 6) photosystem I 
hydrophobic protein [Hordeum vulgare] 

403350 

LIB3431-062-P1-N1-A7 

BLASTN 

gl835730 



51876 



BLAST score 


162 


E value 


6.0e-86 


Matcn lengtn 


o o o 


% identity 


89 


NCBI Description 


Oryza sativa photosystem II 10 kDa polypeptide mRNA, 




complete cds 


Seq. No. 


403351 


beq. ijj 


lilB o4ol — U D^ — li'l — IN i— Ao 




d1(Ao i a 


NCBI GI 


g2570513 


BLAST score 


172 


E value 


z , Oe-12 


Match length 


32 


% identity 


97 


NCBI Description 


{AF022739) chlorophyll a-b binding protein [Oryza sat, 


Seq. No. 


403352 


beq. lu 


LIBJ43i-Uoz-Pl-Nl-Ay 




"DT aCTY 
JdIiAo i A 


NCBI GI 


g4138290 


BLAST score 


313 


E value 


1 . Oe-zd 


Match length 


63 


% Identity 


97 


NCBI Description 


(AJ005841) thioredoxin M [Oryza sativa] 


Seq. No. 


403353 


Seq. ID 


LIB3431-062-P1-N1-B1 


Metnoa 


BLAST A 


NCBI GI 


g5931625 


BLAST score 


529 


E value 


6. Oe-54 


Match length 


111 


% identity 


94 


NCBI Description 


(AB032761) rab5B [Oryza sativa] 


Seq. No. 


403354 


beq. ID 


LIBo4 ol-u bz-Pl-Nl-Blu 


LYLetnou 


JdIiAo i A 




gft ozox 1 


BLAST score 


398 


E value 


l.Oe-38 


Match length 


79 


% identity 


100 


NCBI Description 


photosystem II oxygen-evolving complex protein 1 - rii 



(strain Nihonbare) 
complex protein 1 



>gi__739292_prf_ 
[Oryza sativa] 



2002393A oxygen-evolving 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



403355 

LIB3431-062-P1-N1-B11 

BLASTX 

g3158476 

166 

2.0e-ll 

43 

70 



51877 



NCBI Description (AF067185) aquaporin 2 [Samanea saman] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



403356 

LIB3431-062-P1-N1-B12 

BLASTX 

g4914411 

245 

l.Oe-20 

85 
59 

(AL050352) putative protein [Arabidopsis thaliana] 
403357 

LIB3431-062-P1-N1-B3 

BLASTX 

g3108343 

159 

l.Oe-10 

102 
29 

{AF061285) sesquiterpene cyclase [Capsicum annuum] 
403358 

LIB3431-062-P1-N1-B4 

BLASTX 

gl261917 

218 

2.0e-17 

59 

64 

{X96979) lipid transfer protein 7a2b [Hordeum vulgare] 
403359 

LIB3431-062-P1-N1-B5 

BLASTX 

gl617197 

300 

3.0e-27 

71 
77 

(Z72488) CP12 [Nicotiana tabacuiti] 
403360 

LIB3431-062-P1-N1-B7 

BLASTX 

g2286121 

534 

l.Oe-54 

102 

98 

(U88068) secl4 like protein [Oryza sativa] 
403361 

LIB3431-062-P1-N1-B8 

BLASTN 

g2305114 

225 



51878 



E value 
Match length 
% identity 
NCBI Description 



l.Oe-123 

352 

91 

Oryza sativa ferredoxin mRNA, complete cds 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403362 

LIB3431-062-P1-N1-B9 

BLASTX 

gl32105 

411 

4.0e-40 

76 

99 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor {clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375__prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403363 

LIB3431-062-P1-N1-C11 

BLASTX 

gll5787 

403 

3.0e-39 

76 

100 

CHLOROPHYLL A-B BINDING PROTEIN 2 PRECURSOR (LHCII TYPE I 

CAB-2) (LHCP) >gi_82461_pir S03706 chlorophyll a/b-binding 

protein 2R precursor - rice >gi__20182_emb_CAA32109_ 
{X13909) chlorophyll a/b-binding preprotein (AA -28 to 235) 
[Oryza sativa] 

403364 

LIB3431-062-P1-N1-C12 

BLASTN 

g20262 

108 

l.Oe-53 

220 
87 

0. sativa light-induced mRNA 
403365 

LIB3431-062-P1-N1-C5 

BLASTN 

g218207 

256 

l.Oe-142 

284 

98 

Oryza sativa mRNA for the small subunit of 

ribulose-1, 5-bisphosphate carboxylase, complete cds, clone 



51879 



POSSS1139 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403366 

LIB3431-062-P1-N1-C6 

BLASTX 

gl854378 

275 

4.0e-24 

60 

87 

(AB001338) Sucrose-Phosphate Synthase [Saccharum 
of f icinarum] 

403367 

LIB3431-062-P1-N1-C7 

BLASTX 

g3643090 

337 

2.0e-31 

96 

66 

{AF075582) protein phosphatase-2C; PP2C [Mesembryanthemum 
crystal linum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403368 

LIB3431-062-P1-N1-C8 

BLASTX 

g451193 

397 

2.0e-38 

109 
72 

(L28008) wali7 [Triticum aestivum] 
>gi_1090845_prf 2019486B wali7 gene 



[Triticum aestivum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403369 

LIB3431-062-P1-N1-C9 

BLASTN 

g2072554 

317 

l.Oe-178 

325 
99 

Oryza sativa metallothionein-like protein mRNA, complete 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403370 

LIB3431-062-P1-N1-D1 

BLASTN 

g2267594 

43 

l.Oe-15 

43 

100 

Oryza sativa plastocyanin precursor, 



mRNA, complete cds 



Seq, No. 



403371 



51880 



Seq. ID 

Method 

NCBI GI 

'blast score 

E value 

Match length 

% identity 

NCBI Description 



LIB3431-062-P1-N1-D11 

BLASTX 

gl31400 

243 

3.0e-27 

93 

67 

PHOTOS YSTEM II 10 KD POLYPEPTIDE PRECURSOR 

>gi_81471_pir S00409 photosystem II lOK protein precursor 

- spinach >gi_170127 [J03887) lOkd polypeptide precursor 
[Spinacia oleracea] 



be<5» NO. 


A n T '5 T ^5 


Seq. ID 


LIB3431-062-P1-N1-D12 


Method 


BLASTX 


NCBI GI 


gzz44 ybo 


BLAST score 


157 


E value 


2, Oe-10 


Match length 


37 


% identity 


81 


NCBI Description 


{Z97340) hypothetical protein [Arabidopsis thaliana] 


Seq. No, 


403373 


beq. lu 




Method 


BLASTN 


NCBI GI 


g21692 


BLAST score 


43 


E value 


9.0e-15 


Match length 


75 


% identity 


89 


NCBI Description 


T.aestivum mRNA 1 for cathepsin B (2529) 


Seq. No. 


403374 


Seq. ID 


LIB3431-062-P1-N1-D4 


Method 


BLASTX 


NCBI GI 


gll5813 


BLAST score 


280 


E value 


8.0e-25 


Match length 


68 


% identity 


82 


NCBI Description 


CHLOROPHYLL A-B BINDING PROTEIN 8 PRECURSOR (LHCI TYPE 



III 

CAB-8) >gi_19182_emb_CAA33330_ (X15258) Type III 
chlorophyll a/b-binding protein [Lycopersicon esculentuiti] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403375 

LIB3431-062-P1-N1-D5 

BLASTX 

g399333 

289 

8.0e-26 

66 

88 

CYSTEINE SYNTHASE, CHLOROPLAST PRECURSOR (O-ACETYLSERINE 
SULFHYDRYLASE) (O-ACSTYLSERINE (THIOL) -LYASE) (CSASE) 

>gi_3227 40_pir ^A43407 cysteine synthase (EC 4.2.99.8) 

precursor - pepper >gi_17944_emb__CAA4 6086_ (X64874) 
O-acetylserine (thiol) -lyase [Capsicum annuum] 



51881 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403376 

LIB3431-062-P1-N1-D6 

BLASTX 

g2498397 

217 

2.0e-17 

48 

83 

FERREDOXIN-THIOREDOXIN REDUCTASE, VARIABLE CHAIN (FTR-V) 
(FERREDOXIN-THIOREDOXIN REDUCTASE SUBUNIT A) (FTR-A) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403377 

LIB3431-062-P1-N1-D7 

BLASTN 

g3201968 

235 

l.Oe-129 

307 

94 

Oryza sativa submergence induced protein 2A mRNA, complete 
cds 



Seq. No. 403378 

Seq. ID LIB3431-062-P1-N1-E1 

Method BLASTN 

NCBI GI g2624325 

BLAST score 179 

E value 4.0e-96 

Match length 273 

% identity 92 

NCBI Description Oryza sativa mRNA for glycine-rich RNA-binding protein 
(OsGRPl) 

Seq. No. 403379 

Seq. ID ' LIB3431-062-P1-N1-E10 

Method BLASTX 

NCBI GI gll73347 

BLAST score 184 

E value l.Oe-13 

Match length 40 

% identity 95 



NCBI Description SEDOHEPTULOSE-1, 7-BISPHOSPHATASE, CHLOROPLAST PRECURSOR 
(SEDOHEPTULOSE-BISPHOSPHATASE) (SBPASE) {SED(1,7) P2ASE) 

>gi_100803_pir S23452 sedoheptulose-bisphosphatase (EC 

3.1.3.37) precursor - wheat >gi_14265_emb_CAA4 6507_ 
(X65540) sedoheptulose-1, 7-bisphosphatase [Triticum 
aestivum] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



403380 

LIB3431-062-P1-N1-E11 

BLASTN 

g218209 

44 

l.Oe-15 

155 

88 



51882 



NCBI Description 



Oryza sativa iriRNA for the small subunit of 

ribulose-1, 5-bisphosphate carboxylase, complete cds, clone 

POSSS2106 



Seq. No. 


403381 


oeq» XU 


T _n^9 — D1 —KIT — TTI 9 




TJT TV CPV 




gjolo^lU 






E value 


o . ue^oo 


Match length 


/ z 


O XU.CiiU-LLy 


XU u 




^/^j3uuxooj/ zxiic xxnyGr proLexn Luryza 


Seq. No. 


403382 




XiX iJo J X U DZ r 1 W 1 ~ IliZ 


lYie cnoci 






rrl 71 Q7 

gxox / xy / 






E value 


4 . ue— Z4 


Match length 


0 / 


^ iuenL.ic.y 


7 '5 


iNwDj. iJc^DOx xpt.xon 


/7794fiQl PPT 9 f M-1 /-<^-(- t a-n o -l-iK=i^iim1 

{iif zhoo) urxz t LNicoT-xana TzaDacuiiij 


Seq. No, 


403383 


Seq. ID 


LIB3431-062-P1-N1-E3 


Method 


BLASTX 


NCBI GI 


g693920 


BLAST score 


386 


E value 


3.0e-37 


Match length 


77 


% identity 


95 


NCBI Description 


(U21113) chlorophyll a/b binding prot* 



tuberosum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403384 

LIB3431-062-P1-N1-E5 

BLASTX 

gl076724 

404 

3.0e-39 

77 

95 

LHCI-680, photosystem I antenna protein - barley 
>gi_666054_emb_CAA5904 9_ (X84308) LHCI-680, photosystem I 
antenna protein [Hordeiom vulgare] 

403385 

LIB3431-062-P1-N1-E7 

BLASTX 

g2739375 

162 

6.0e-ll 

93 

42 

(AC002505) unknown protein [Arabidopsis thaliana] 



51883 



^ ^ • ill • 


rt \J ^ •JU KJ 


Sea. ID 


LIB3431-062-P1-N1-E8 


Method 


BLASTN 


NCBI GI 


g5042437 


BLAST score 


283 


R V3 1 11 p 

i— 1 V CJ. -1- \U. "3 


1 Oe-158 




342 




100 


MPRT Dp •=!r'T*i "nl" T on 


Otvt^ ^S"}"! ■^T'^i RAr^ T4QR'?n rrpnoiri'i c ^prrnpnpp pPTTrnT P'hp QprrnPTtpP 




403387 


Sea. ID 


LIB3431-062-P1-N1-F1 


Method 


BLASTX 


NCBI GI 


g4079798 


BLAST score 


455 


E value 


3.0e-45 


Match lencrth 


88 


& 1 Hpni" "i "hv 
o j_ iw4.^i.i ^ -i_ (>' y 


100 




fAT^'OS^^n^^ ?3 Vn;^ nnl ^mpTj-h 1 Hp nf nhn1-n<^ v^t-pm TT fO-rv'/;^ 




c! a "t" 1 TTa 1 

O Ct. U.X V CL J 




•i U J J O O 


Seq. ID 


LIB3431-062-P1-N1-F1 ? 

XJXIJ010X VJV^ tX LSX £X^ 


Method 


BLASTX 


NCBI GI 


a347451 


BLAST score 


154 


E value 


4.0e-10 








inn 

X u u 




(L22155) ribulose 1/ 5~]Dxsphosphate carboxylase [Oryza 




O CL ^ X V d J 








T.TR3431 -nf^?-Pl -N1 -F"^ 

XlXOOlOX VJU^ XX LMX SI -J 


Method 


BLASTX 


NCBI GI 


g3885894 


BLAST score 


330 


E va 1 1IP 


1 . Oe-30 


M;^1~p?i 1 pntrhln 


77 




ft 




^rir U J vJ y pXivj LUoy o UGiU X n. ibliDunXU kjKJOD LvJxyZa. oa.L.Xva.J 






Seq. ID 


XjJ-jl>^^^±. \J \j ^ irX INX £0 


Mp1~hnH 




NCBI GI 


a2997591 


BLAST score 


306 


E value 


8.0e-28 




74 


S; "i HpttI" "1 "I~\7 


fin 


iNV_/i3J. UcoOX xp L.XUI1 


uzuo X4 ; yxucose D~pnospnaiie/pnospnat,e trans xocai- or 




precursor [Pxsum, sativum] 


Seq. No. 


403391 


Seq- ID 


LIB3431-062-P1-N1-F7 


Method 


BLASTX 


NCBI GI 


g3789952 



51884 



BLAST score 193 

E value l.Oe-14 

Match length 35 

% identity 100 

NCBI Description (AF094775) chlorophyll a/b-binding protein presursor [Oryza 
sativa] 

Seq. No. 403392 

Seq. ID LIB3431-062-P1-N1-F9 

Method BLASTX 

NCBI GI gl32105 

BLAST score 556 

E value 3.0e-57 

Match length 101 

% identity 100 



NCBI Description RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538__ 
{D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi__226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 



Seq. No. 


403393 


Seq. ID 


LIBi4ol-0D2-Pl-Nl-Gl 


Method 


BLASTX 


NCBI GI ^ 


g2462834 


BLAST score 


244 


E value 


l.Oe-20 


Match length 


107 


% identity 


48 


NCBI Description 


{AF000657) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


403394 


Seq. ID 


LIB3431-062-P1-N1-G10 


Method 


BLASTX 


NCBI GI 


gl835731 


BLAST score 


426 


E value 


6.0e-42 


Match length 


92 


% identity 


89 


NCBI Description 


(U86018) photosystem II 10 IcDa polypeptide [Oryza sativa] 


Seq. No. 


403395 


Seq. ID 


LIB3431-062-P1-N1-G11 


Method 


BLASTX 


NCBI GI 


g3126854 


BLAST score 


370 


E value 


2.0e-35 


Match length 


70 


% identity 


100 


NCBI Description 


(AF061577) chlorophyll a/b binding protein [Oryza sativa] 


Seq. No. 


403396 


Seq. ID 


LIB3431-062-P1-N1-G12 



51885 





Method 


BLASTX 




NCBI GI 


g3885892 




BLAST score 


208 




R 1 IIP 

i-J V dX. Lie 


1 . Oe-16 






41 




S: 1 Hon "f" H "i~ \7 


1 on 




NCBI Desciription 


fAFO 93634^ ohotos vst em— 1 F 53nhnnit nreciirsor fOrvza si 




O t7 Lj^ • i>J • 


1 U J O _7 / 




Sea ID 


LIB3431 -n62-Pl-Nl-G? 




Method 


BLASTX 




NCBI GI 


g5031281 




BLAST score 


223 




Lj V d-L ULC 


T • U C X u 






47 




S; n HoTTh "i "hx/ 


O X 




NCBI Description 


fAF1394 99) unknown fPrunus arineniacal 






*± U J J ^ U 




Sea ID 


LIB3431-062-P1-N1-G3 




Method. 


BLASTX 




NCBI GI 


a2072555 




J-}J_lXTO J. O O -L Ci 






E value 


l.Oe-19 




Match length 


44 






inn 
X u u 




iNUD± uescripuion 


(AF001396) in.etaliothionein~like protein [Oryza sativa 






-^gx oxuo4i4x go Hiiruoouo.x \Jr\£ f / o\> ) lueTiaxxo unxonexn' 


iii; 




pxouexn [Uxyza saT-Xvaj 


|=^= 








O C • XL/ 


XlXOOlOX U\J^ XX IMX 




MptbriH 

l ie L>il^V^ 


xjXLn.o J. /V 


p. 


NCBI GI 


g5123711 




BLAST score 


280 




E value 




p 










D X 






\riXiU / ^0*± / } ^LlUduX ^XOL-^Xii [_rax a,iJX\J.upo X o LilclXXclllci J 




O O L^ ■ iX ^ • 


1 U J *± u u 




Sea ID 


XlXXJ<>J1<u'X VJvJ^ XX INX O-J 




Method 


BLASTX 




NCBI GI 


a347451 

^ tw/ ~ / ~ «^ ^ 




BLAST score 


220 




E value 


9.0e-18 












o ^ 




iN^^DX Jjeot-x xp uxon 


^IjZzxoo; rxDuxose X , 0 Dxspnospnaiie carooxyxase L*^ryza 






sa L.X va J 






4 U04i U X 




Seq. ID 


LIB3431-062-P1-N1-G6 




Method 


BLASTX 




NCBI GI 


g4973264 




BLAST score 


376 




E value 


4.0e-36 



51886 



Mj3 "f" r'l^ 1 o'n/~r+*H 
lid Lwii X^Xi^J Lli 


-?o 




/ O 


IM^^o± UcoOi Xp L±OIi 


( Hjrl A A1,Q'\ \ ■l-'h -1 /^r*£iH<^VT -n — 1 -i Via 

iH^o^i } umoreaoxm xiKe 








XiXoo^ OX U ir X iN X o / 


Lie L-iiVJi-l 


iDXirlO 1^ 


NCBI GI 


g2407279 


BLAST score 


206 




*± • Utr X o 








X u u 




\rL£ ux / ^ J ctxvj.oXctot^ 1_V>/X yz.a. 1 


Qcirr Kir* 

O C • L>1 \ J • 


f* UO ft u o 


^prr TD 

OCV^ • J. u 


X1XJDO4 oX UDZ itX LnX oO 




OXltlO X Vi 


NCBI GI 


a20369 


BLAST score 


381 


E value 


O.Oe+00 


Match length 


385 


% identity 


100 


NCBI Description 


Oryza sativa shoot GS2 mRNA 



5 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



synthetase (EC 6.3.1.2) (clone lambda-GS31 ) 
>gi_2170909_dbj_E02681_E02681 cDNA encoding precursor of 
chloroplast localising glutamine synthetase 

403404 

LIB3431-062-P1-N1-G9 

BLASTN 

g3885887 

269 

l,0e-149 

397 

92 

Oryza sativa high mobility group protein (HMG) mRNA, 
complete cds 

403405 

LIB3431-062-P1-N1-H11 

BLASTX 

g451193 

412 

3.0e-40 

114 

72 

(L28008) wali7 [Triticum aestivum] 

>gi_1090845_prf 2019486B wali7 gene [Triticum aestivum] 

403406 

LIB3431-062-P1-N1-H3 

BLASTX 

g3250697 

377 

3.0e-36 

91 

76 



51887 



NCBI Description (AL024486) putative protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403407 

LIB3431-062-P1-N1-H5 

BLASTN 

g2072554 

285 

l.Oe-159 

301 

99 

Oryza sativa metallothionein-like protein mRNA, complete 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403408 

LIB3431-062-P1-N1-H7 

BLASTX 

gl32105 

402 

4.0e-39 

73 

100 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 



Seq. No, 


403409 


Seq. ID 


LIB3431-062-P1-N1-H9 


Method 


BLASTN 


NCBI GI 


g5051932 


BLAST score 


200 


E value 


l.Oe-108 


Match length 


254 


% identity 


100 


NCBI Description 


Oryza sativa MADS-box protein FDRMADS8 


Seq. No. 


403410 


Seq. ID 


LIB3431-063-P1-K1-A1 


Method 


BLASTN 


NCBI GI 


g6015437 


BLAST score 


41 


E value 


l.Oe-13 


Match length 


41 


% identity 


100 


NCBI Description 


Homo sapiens PEXl mRNA, complete cds 


Seq, No. 


403411 


Seq. ID 


LIB3431-063-P1-K1-A11 


Method 


BLASTX 


NCBI GI 


g2072555 


BLAST score 


237 


E value 


7.0e-20 



51888 



0 



Match length 

% identity 

NCBI Description 



44 
100 

(AF001396) metallothionein-like protein [Oryza sativa] 
>gi_6103441_gb_AAF03603.1__ {AF147786) metallothionein-like 
protein [Oryza sativa] 







oeg. lU 










go DO 04 


rsijiioi score 




iL vcl_LU.t; 






74 


Sr T H^ni" 1 tv 


100 


NCBI Description 


{AF061577) chlorophyll 


Seq. No. 


403413 


Seq. ID 


LIB3431-063-P1-K1-A2 


Method 


BLASTX 


NCBI GI 


gl32105 


BLAST score 


363 


E value 


l.Oe-34 


Match length 


101 


% identity 


74 


NCBI Description 


RIBULOSE BISPHOSPHATE ■ 



chlorophyll a/b binding protein [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



BOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 {AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375 jirf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 

403414 

LIB3431-063-P1-K1-A3 

BLASTX 

g2407281 

696 

l.Oe-73 

144 

93 

(AF017363) ribulose 1, 5-bisphosphate carboxylase small 
subunit [Oryza sativa] 

403415 

LIB3431-063-P1-K1-A4 

BLASTN 

g3819202 

51 

2.0e-19 

191 

82 

Hordeum vulgare partial mRNA; clone cMWG0680.rev 
403416 

LIB3431-063-P1-K1-A5 



51889 



lyietnoa 


r5JLirt.o i A 


NCBi bi 


go4 o bUD 


cLiiloJ. SCOi6 




E value 


5.0e-47 


Match length 


112 


% identity 


85 


NCBI Description 


PHOTOS YSTEM I REACTION CENTRE 




(LIGHT-HARVESTING COMPLEX I 7 



SUBUNIT X PRECURSOR 
KD PROTEIN) (PSI-K) 

>gi_539055__pir A48527 photosysteiu I protein psaK precursor 

- barley >gi_304220 (L12707) photosystem I PSI-K subunit 
[Hordeum vulgare] 



Seq. No. 


4U j41 / 


beq« iu 


Lilb J4 ^±-U o^— Jrl— ivl- /i / 


Method 


BLASTN 


NCBI GI 


g2773153 


BLAST score 


TOT 

181 


E value 


2 . Oe-97 


Match length 


197 


% identity 




NCBI Description 


Oryza sativa abscisic acid- and stress-inducible protein 




(Asrl) mRNA, complete cds 


Seq. No. 


4Qj41o 


Seq. ID 


LIB3431-063-P1-K1-A8 


Method 


BLASTX 


NCBI GI 


g4973254 


BLAST score 


436 


E value 


4 - Oe-43 


Match length 


100 


% identity 


80 


NCBI Description 


{AF144386) thioredoxin f2 [Arabidopsis thaliana] 


Seq. No. 


403419 


beq» ID 


bib J4oi-u oo-ri-J\i— Ay 


Method 


BLASTN 


NCBI GI 


g3819198 


BLAST score 


67 


E value 


4.0e-29 


Match length 


95 


% identity 


93 


NCBI Description 


Hordeum vulgare partial mRNA; clone cMWG0676.rev 


Seq. No. 


403420 


Seq. ID 


LIB3431-063-P1-K1-B1 


Method 


BLASTX 


NCBI GI 


gl32105 


BLAST score 


664 


E value 


8.0e-70 


Match length 


143 


% identity 


88 


NCBI Description 


RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 



(RUBISCO SMALL SUBUNIT C) >gi_68 0 94_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi__218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 {AF017364) 



51890 



ribulose 1, 5-bisphosphate carboxylase small subunit [Oryz 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403421 

LIB3431-063-P1-K1-B10 

BLASTX 

g4220533 

220 

2.0e-18 

56 

77 

(AL035356) putative mitochondrial uncoupling protein 
[Arabidopsis thaliana] 



Seq, No. 




Seq. ID 


LIBo4ol-UDO-Pi-Kl-Bil 


Method 


TIT TV m "KT 

BLASTN 


NCBI GI 


goulb4 J / 


BLAST score 


38 


E value 


1 . Oe-12 


Match length 


"3 Q ' 


^ Identity 


lUU 


NUo± uescnpnon 


nOuio sapiens itilai iiiixiNri^ compxeL-e ou.o 


Seq. No, 


403423 


Seq. ID 


LIB3431-063-P1-K1-B2 


Method 


BLASTX 


NCBI GI 


g3929924 


BLAST score 


479 


E value 


4,0e-48 


Match length 


93 


% identity 


98 


NCBI Description 


(AB020502) catalase [Oryza sativa] 


Seq. No. 


403424 


Seq. ID 


LIB3431-063-P1-K1-B3 


Method 


BLASTX ' 


NCBI GI 


g4103987 


BLAST score 


486 


E value 


6.0e-49 


Match length 


115 


% identity 


83 


NCBI Description 


{AF030516) 5, 10-methylenetetrahydrof olat* 



dehydrogenase-5, 10-methenyltetrahydrof olate cyclohydrolas 

[Pisum sativum] >gi_6002383__emb__CAB56756 , 1__ (AJ011589) 

5, 10-methylenetetrahydrof olate dehydrogenase: 

5, 10-methenyltetrahydrof olate cyclohydrolase [Pisum 

sativum] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



403425 

LIB3431-063-P1-K1-B5 

BLASTX 

g2570511 

256 

2.0e-22 
57 



51891 





o o 


NCBT Desorintinn 


fAF0227381 chloroohvll a— b bindina nrotein fOrvza 


o s q . IN O , 




O ■ J-LJ 


J-tXOO'xOX UOO IT X A.X 








g20177 


BLAST score 


47 


E value 


l.Oe-17 


Fid LOli X^liy Lll 


X X J 




ft R 




r\xce Caijxrs, yens lor x-LyiiL nax vesuxng crixoxopnyxx 




d / -U J^xxxuxixy px\JL.c;XXX 


o e q , LN o . 




Seq. ID 


LIB3431-063-P1-K1-B8 

XlXOO^oJX k> ' ^X iV X 13 CJ 




BLASTX 


NCBI GI 


g3126854 


BLAST score 


434 


Hi V CLX LI" 


R np-43 




O ri 


^ laencxi-y 






^rairvjux^ If) oxix wx vj^xiy XX a/ kj xjxixvj.xxxy ^xwucxxi \_\j±. y 


Oeq. INO . 




Q/arr TPl 


ijXl30*t O X U DsJ xX rvx JDj? 




lI>J_iriO J. A. 






BLAST score 


425 


E value 


7.0e-42 


Match length 


84 


% identity 


99 


NCBI Description 


(AP000399) ESTs AU078063 (S15496) , C97608 {C60475 ) , 



C28255 {C60475) correspond to a region of the predicted 
gene; similar to plastid transketolase 2 (Y15782) [Oryza 
sativa] 



Seq. No. 


403429 


Seq. ID 


LIB3431-063-P1-K1-C1 


Method 


BLASTX 


NCBI GI 


g2245120 


BLAST score 


372 


E value 


l.Oe-35 


Match length 


121 


% identity 


60 


NCBI Description 


(Z97343) hypothetical protein [Arabidopsis 


Seq. No. 


403430 


Seq. ID 


LIB3431-063-P1-K1-C11 


Method 


BLASTX 


NCBI GI 


g2264373 


BLAST score 


163 


E value 


l.Oe-11 


Match length 


41 


% identity 


66 


NCBI Description 


{AC002354) putative NAM/no apical meristem 




[Arabidopsis thaliana] 



51892 



€1 



O ^ • IN vj • 








Method 


BLASTN 


NCBI GI 


g6015437 


IDXjrlOi SCOJ-S 


o / 




z . ue X X 




ft 0 






\T/^ Til "T n ^ o V T >^ +■ T ^ n 




O . V*\J * 


'i U O r± 


• A.LJ 




Method 


BLASTN 


NCBI GI 


g2305114 




y £^ 


E vslue 


1 rio-44 
X . ue ft ft 


LYia-ucii xenytri 


1 flR 
X u o 






inudX uescxxpuxon 


uryza sax-xva xerreaoxxn mrv-iNi^f coiupxete < 


Qorr Kfr> 
OctJ • iMvJ • 


f± U O fl 


beq. xjj 


T TT3'5yl71 _ri^;7 — Dl — Tfl —HA 
XiXd J4 JX — U OO irX~J\X"'Ufl 


Mo "f" Vi H 

Lit:? UiiwtJ. 




NCBI GI 


gl32105 


BLAST score 


271 


E value 


l.Oe-40 


Match length 


84 


% identity 


95 


NCBI Description 


RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL 



:HAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi__218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi__226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403434 

LIB3431-063-P1-K1-C5 

BLASTX 

g3913018 

547 

3.0e-56 

112 

95 

FRUCTOSE-BISPHOSPHATE ALDOLASE, 
(ALDP) >gi__218155_dbj_BAA02730_ 
aldolase [Oryza sativa] 



CHLOROPLAST PRECURSOR 
(D13513) chloroplastic 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



403435 

LIB3431-063-P1-K1-C8 

BLASTN 

g2570514 

61 

7.0e-26 



51893 



€1 



Match length 77 
% identity 95 

NCBI Description Oryza sativa glycolate oxidase (GOX) mRNA, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403436 

LIB3431-063-P1-K1-D10 

BLASTX 

g4038695 

198 

3.0e-18 

63 

78 

{AB020945) ribulose-1, 5-bisphosphate carboxylase/oxygenase 
small subunit [Avena sativa] 

403437 

LIB3431-063-P1-K1-D11 

BLASTX 

gl32105 

518 

6.0e-53 

99 

95 

RIBDLOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor {clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 

403438 

LIB3431-063-P1-K1-D2 

BLASTX 

g5734636 

238 

5.0e-20 

71 

56 

(AP000391) Similar to putative lipase (AC006232) [Oryza 
sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



403439 

LIB3431-063-P1-K1-D5 

BLASTX 

g2407281 

159 

3.0e-ll 

39 

79 

(AF017363) ribulose I, 5-bisphosphate carboxylase small 
subunit [Oryza sativa] 

403440 

LIB3431-063-P1-K1-D6 



51894 



^1 

Method BLASTX 

NCBI GI g6014934 

BLAST score 540 

E value 3.0e-55 

Match length 118 

% identity 81 

NCBI Description DCL PROTEIN, CHLOROPLAST PRECURSOR (DEFECTIVE CHLOROPLASTS 
' AND LEAVES PROTEIN) >gi_1305531 (U55219) defective 
chloroplasts and leaves; required for chloroplast 
development and palisade cell differentiation in leaves 
[Lycopersicon esculentum] >gi_1323698 (U55278) DCL [Solanum 
lycopersicum] 



Seq, No. 


403441 


Seq, ID 


LIB3431-063-P1-K1-D9 


Method 


BLASTX 


NCBI GI 


g3549665 


BLAST score 


175 


E value 


1 . Oe-12 


Match length 


37 


% identity 


81 


NCBI Description 


(AL031394) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


403442 


Seq, ID 


LIB3431-063-P1-K1-E11 


Method 


BLASTX 


NCBI GI 


g3738329 


BLAST score 


257 


E value 


2.0e-22 


Match length 


65 


% identity 


75 


NCBI Description 


(ACO 05170) unknown protein [Arabidopsis thaliana] 


Seq. No. 


403443 


Seq, ID 


LIB3431-063-P1-K1-E4 


Method 


BLASTN 


NCBI GI 


g451192 


BLAST score 


47 


E value 


1 . Ue-1 / 


Match length 


119 


% identity 


85 


NCBI Description 


Triticum aestivum (wali7) mRNA, 3' end, partial cds 


Seq. No, 


403444 


Seq. ID 


LIB3431-063-P1-K1-E6 


Method 


BLASTX 


NCBI GI 


g3914423 


BLAST score 


183 


E value 


8.0e-14 


Match length 


37 


% identity 


84 


NCBI Description 


PROFILIN 4 >gi_2642324 (AF032370) profilin [Zea mays] 


Seq. No. 


403445 


Seq. ID 


LIB3431-063-P1-K1-E7 


Method 


BLASTN 


NCBI GI 


g6015437 




51895 



BLAST score 


35 


Hj V u. X Li " 


2. Oe-10 




O -J 




1 no 

X u u 




HoTRo <5 aniens PEXl HfiRNA, comolets cds 


oeCJ ♦ LNO • 






T.TR^4^1 -Dfi^-Pl -K1-E8 




RT.A9Ty 

OXlTlO J. ^ 


NCBI GI 


g2182029 


BLAST score 


522 


Hj V d J. LLt^ 














(Y^'^A'^1\ «;h;^rrav— 1 "i ke Icinasp ptha fOSKethal fOrvza satival 


D e q . IN o . 




Ot^ • J.LJ 


LIB34 31-0 63-P1-K1-E9 

XJXfJjM^X \J \j ^ XX LvX Jul _/ 


Fiei-noQ 


DXLrt.o i Ln 


NCBI GI 


g473980 


BLAST score 


45 


TP Tr Ti 1 n f> 
jZj VciXUt; 


X • Ut? X o 




™- 
/ o 


% identity 


o y 


LN^DX UcoOi ip t-lUll 


I\XV,.>C iiLiALNrt.^ ^ClXL.XCLX iHJlLiWXUy U UO L.vJ yx_y^,^XilC XXOii ^xwi^^xai yv;:;i±^ 


oeq* iNO. 




o6q* lu 


Xixoofiox uuo xx ivx r X vj 




OXltLO 1 A. 


NUJdI bl 


gzuuuoy 


BLAST score 


788 


E value 


2.0e-84 


Match length. 


1 /I '5 
14lo 


^ iQ.eni-.iL.y 




inudi jjescripLion 


cauaxase x.xx.x.o; caL-jH. xxoe 




-^\uJL X^SOXO^O vJX>J CririVJ \J J \ L/<t. 17 ^ vj O ^ Q_,cl UdXcioC LV^xy^iCt oo.« — u v a. j 


oeq. NO. 






XjXiJOrxOX UDJ xX XTVX £XX 


Mo"!" Vi oH 


OXlMO X ^\ 


1\ O X w X 




BLAST score 


314 


E value 


9.0e-29 


LYiaLcn iengtii 


xoo 


"5 iciem_.ix-y 




imujdi uescnpLion 


\Lz?fjof) nyoroxyni uriie xyase xiKe prouexn [iixa.x>iu.opoxc> 




tnaxiana j 


beq, NO. 




oeq. iJj 


XiXDo4jXUDjrXrv.x r x^ 


Method 


T2T 7\ CPV 






BLAST score 


568 


E value 


l.Oe-58 


Match length 


121 


% identity 


93 


NCBI Description 


{AF022740) glycolate oxidase [Oryza sativa] 



51896 





Sec[, No. 


403451 




Seq, ID 


LIB3431-063-P1-K1-F2 




Method 


BLASTX 




NCBI GI 


g3953471 




BLAST score 


207 




"P* v;? 1 IIP 


3 . Oe-16 






62 






61 






\JrV^\J \J ^ £^\J ) x £.^V_/^ * JL\J t_ JTlX dJ^X^O O X O L, IICL X X CLilCL J 




Seer. No. 


403452 




Seq. ID 


LIB3431-063-P1-K1-F3 




Method 


BLASTX 




NCBI GI 


g3075488 




RTiAST <=;rnr'p 

LJ ' ' X O O W X ^ 


197 




T** T7"a 1 n o 


. uts X^ 




LJCLL.Oii Xcli<|J 1.11 


^ o 




X) XUdiUXL-J^ 


67 






/ZiT^TlRfi'TQ^^ i^T^l OT^OT^Vt^rl 1 ^ /\~\ — V^nnHn'rKT ■0"K*0'f~0"ln fOi^T/'zis Qa"l~TTral 
yxT-X w *J o / ^ \J ) LriiXWX vJ^ii_y XX a. / kJ yj J-i L\JL J. LL\^ J[|JXV_^L.CXJ.i Lv/Xj^iid odL-Xvctj 




Sea No 


403453 




Seq. ID 


LIB3431-063-P1-K1-F4 


B 


Method 


BLASTX 




NCBI GI 


g5911907 




RTiAST <=?ro're 


337 


™, ... 


T*" 1 n p 
j_j V d X U.C 


X . vjt^ ox 




LudL-di xenyiiiii 


IIP 




^ XUCii L.-L L.y 


J D 




rsi\_.£jx uescx jLp Lion 


^riJjx±/^oo; nypotnex-xCax pxoi,exn [noiuo Sdpiensj 




O * LM W • 


403454 




Seq. ID 


LIB3431-063-P1-K1-F5 




Method 


BLASTN 




NCBI GI 


a218171 

M ^ X U X / X 


o 


BLAST score 


90 




E value 


4.0e-43 




M;^i"ph 1 pnrr+'hi 


113 




S T Hpn"l~ T "hTr 
^ XU.C7il L.X L. y 






l^iOJDi. Uc^ OOX -L^ L XL/XX 


wxy/.a. odLXVd iur\iNii J_Ox uypc ± x±yiic ricix vtso uxixoxvjpiiyxx 






a /lo IninHinrf ?^T*o+*P"in of" ■oHo'l~OQ\7^"l~PTn TT /T.Rr^PTT^ ootyioI pf'P 






oH Q 




Sea No 


403455 

M -J M J -J 




Seq* ID 


LIB3431-G63-P1-K1-F6 




Method 


BLASTX 

xj 1 iira.<j xxv 




NCBI GI 


al076724 




BLAST score 


586 




E value 


9.0e-61 




Ma'f'oVi 1 pn/^+"H 


X ^ sJ 




% identitv 


84 




NCBI Description 


LHCI-680, photosystem I antenna protein - barley 






>gi_666054_emb_CAA59049_ (X84308) LHCI-680, photosystem I 






antenna protein [Hordeum vulgare] 




Seq. No. 


403456 




Seq. ID 


LIB3431-063-P1-K1-F7 



51897 





I5J_ifiO i V* 






BLAST score 


39 


E value 


4.0e-13 


Match, length. 


o y 


% identity 




NCBI Description 


Oryza sativa gene for cytoplasmic aldolase/ complete cdS/ 




cxone • /iXQp 


Seq. No. 


4UJ40 / 


beq« lu 


JjXJdo^ Jx UDj rX ivX r ^ 


ixie LnoQ 


oXiHo 1 A 


NCBI GI 


g3126854 


BLAST score 


388 


E value 


1 . ue*" J / 


Match, length 


OZ 


% identity 




Mi^ti T r^£i c ^"1 T 1^+- n /^n 
LNk^ljX UeS Cnp L.-LOI1 


\riruDXj / / J Ciixoiropriyxx cl/sj xjxricixiiy pxQL.exii [wxyzd. oduxvcij 


beg. jno . 




Qcirr T n 

oeq. xu 


XjXiJj^ J X U ir X i\X oX 




OXttiO ± A 




rrl 1 kAll A 


BLAST score 


502 


E value 


8.0e-51 


Match length 


11/1 
1x4 


■6 xdentity 


o o 
oo 


NCBI Description 


(U45856) cytosolic glyceroldehyde-3-phosphate dehydrogenase 




bAiruo [ ^ea mays j 


Seq. No. 


403459 


beq. iu 


LIBo4 Jl-UDO-Fl-Kl-Gl^ 




DXiiia 1 A 




Q1 T m Q 






E value 


7.0e-74 


Match length 


139 


-6 iQenu.iL.y 


y y 


NCBI Description 


r KUUlUbh-BlblrJiUbriiAilli AliUULAbcj, LnLUKUrljAbi rKbUUKbUK 




(ALDF) >gi_ziolDo__aD]_BAAUz /oU (Dliolj) cnioroplastic 




aldolase [Oryza sativa] 


Seq. No. 


4uo4du 


beq. ±u 


TT'D'3/1'31 CiiZ'^ Dl TUtTI P'3 


Method 


TDT TV CrpM 


NCBI GI 


gll957 


BLAST score 


342 


E value 


U . ue+uu 


Match length 


362 


% identity 


99 


NCBI Description 


Rice complete chloroplast genome 


Seq. No. 


403461 


Seq. ID 


LIB3431-063-P1-K1-G4 


Method 


BLASTX 


NCBI GI 


g3695005 


BLAST score 


386 



51898 



E value 
Match length 
% identity 
NCBI Description 



2.0e-62 

145 
89 

{AF038586) pyruvate dehydrogenase kinase isofoinn 2; 
[Zea mays] 



PDK2 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403462 

LIB3431-063-P1-K1-G8 

BLASTX 

gl32105 

534 

7,0e-55 

96 

100 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-l^ 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 



403463 

LIB3431- 

BLASTX 

gl77737i 

527 

6.0e-54 

105 

99 

(D78573) 
sativa] 



■063-P1-K1-H12 



aspartate kinase-homoserine dehydrogenase [Oryza 



403464 

LIB3431-063-P1-K1-H2 

BLASTX 

g2688828 

197 

3.0e-15 

81 

48 

(U97530) ethylene -forming-enzyme- like dioxygenase 
armeniaca] 



[ Prunus 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403465 

LIB3431-063-P1-K1-H3 

BLASTX 

g2407281 

741 

7.0e-7 9 

140 

99 

(AF017363) ribulose 1, 5-bisphosphate carboxylase small 
subunit [Oryza sativa] 



51899 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403466 

LIB3431-063-P1-K1-H4 

BLASTX 

g3832512 

374 

5.0e-36 

110 

69 

(AF097922) granule-bound glycogen 
[Astragalus membranaceus] 



(starch) synthase 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



.Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403467 

LIB3431-063-P1-K1-H5 

BLASTX 

gl31225 

179 

2.0e-13 

59 

66 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT XI PRECURSOR (SUBUNIT 

V) (PSI-L) >gi_100605_pir ^A39759 photosystem I 18K protein 

precursor - barley >gi_167087 {M61146) photosystem I 
hydrophobic protein [ Horde um vulgare] 

403468 

LIB3431-063-P1-N1-A11 

BLASTX 

g2072555 

237 

7.0e-20 

44 

100 

{AF001396) metallothionein-like protein [Oryza sativa] 
>gi_61Q3441_gb_AAF03603.1_ {AF147786) metallothionein-like 
protein [Oryza sativa] 



Seq. No. 


403469 


Seq. ID 


LIB3431-063-P1-N1-A12 


Method 


BLASTX 


NCBI GI 


g3126854 


BLAST score 


393 


E value 


5,0e-38 


Match length 


78 


% identity 


95 


NCBI Description 


{AF061577) chlorophyll 


Seq. No. 


403470 


Seq. ID 


LIB3431-063-P1-N1-A2 


Method 


BLASTX 


NCBI GI 


gl32105 


BLAST score 


508 


E value 


2.0e-51 


Match length 


91 


% identity 


100 


NCBI Description 


RIBULOSE BISPHOSPHATE i 




(RUBISCO SMALL SUBUNIT 




ribulose-bisphosphate ^ 



C) >gi_68094_pir_ 



:hain C 

RKRZS9 



PRECURSOR 



small chain 



51900 



precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
{D00643) small subunit of ribulose-1; 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 150825 6A ribulose bisphosphate 

carboxylase S [Oryza sativa] 



Seq. No. 

Seq. ID 

Mettiod 

NCBI GI 

BLAST score 

E value 

Match lengtli 

% identity 

NCBI Description 



403471 

LIB3431-063-P1-N1-A3 

BLASTX 

gl32105 

713 

2.0e-75 

131 

99 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375__prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 



Seq. No. 


403472 


Seq. ID 


LIB3431-063-P1-N1-A4 


Method 


BLASTX 


NCBI GI 


g5541681 


BLAST score 


202 


E value 


9.0e-16 


Match length 


83 


% identity 


59 


NCBI Description 


(AL096859) putative protein [Arabidop; 


Seq. No. 


403473 


Seq. ID 


LIB3431-063-P1-N1-A5 


Method 


BLASTS 


NCBI GI 


g548605 


BLAST score 


570 


E value 


9.0e-59 


Match length 


127 


% identity 


89 


NCBI Description 


PHOTOSYSTEM I REACTION CENTRE SUBUNIT 



(LIGHT-HARVESTING COMPLEX I 7 KD PROTEIN) (PSI-K) 

>gi_539055_pir ^A48527 photosystem I protein psaK precursor 

- barley >gi_304220 (L12707) photosystem I PSI-K subunit 
[Hordeum vulgar e] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



403474 

LIB3431-063-P1-N1-A7 

BLASTN 

g2773153 

373 

0. Oe+00 

389 

99 



51901 



0 



NCBI Description Oryza sativa abscisic acid- and stress-inducible protein 
(Asrl) mRNA, complete cds 



Seq. No. 


403475 


Seq. ID 


LIB3431-063-P1-N1-A8 












J _/ \j 


SZi V CI J- Ui ~ 


2.0e-38 


net. L Oil Xcllt^ Lli 


-7 'i 


^ laentiuy 


7 Q 




^AF144'^Pfi^ "hh 1 nTpHo5f 1 T) "py* FArahii rionsis thalianal 


Seq. No. 


403476 


Seq. ID 


LIB3431-063-P1-N1-A9 








yOOX-3X-7 / 


Diiiio i score 




Cj V CLX Lie 


7.0e-22 


ixiaucn xenyLn 


zuu 


Or T /-\ ^ T ^ T T 

laenTiiTiy 




LMk^oX UeodTXpi-lUIi 


H*^ Y'Hon'm Tm T rra r*o r^a r't' *! a T ttiRTvT A • 1 on ^ r'MWP-n ^ 7 ^ nn 1 
nUXUcrLULl VLLXydXC J^cIXL-XCLX iLlIN-LNi-L/ OX^JiiC OiM/VVJvvJ / U. LlilX 


O VJ • IM ^ a 


403477 


Seq. ID 


LIB3431-063-P1-N1-B1 


Method 


BLASTX 


NCBI GI 


gl32105 


BLAST score 


426 


E value 


7.0e-42 


Match length 


77 


% identity 


100 


NCBI Description 


RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 

403478 

LIB3431-063-P1-N1-B10 

BLASTX 

g4544443 

172 

3.0e-12 

45 

71 

(AC006592) putative mitochondrial uncoupling protein 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



403479 

LIB3431-063-P1-N1-B11 

BLASTX 

gl076724 

471 



51902 



E value 
Match length 
% identity 
NCBI Description 



4.0e-47 

89 

96 

LHCI-680, photosystem I antenna protein - barley 
>gi_666054_emb_CAA59049_ (X84308) LHCI-680, photosystem I 
antenna protein [Hordeum vulgare] 



beq. NO. 


yi n o yi Q n 


beq. lu 


LiJ-JdO^ jl U D J Jrl iNi 


Metnoci 


DT TV cyv 




gj5yzyyz4 


Dijiio J. score 


jO / 








67 


% identity 


99 


NCBI Description 


(AB020502) catalase [Oryza sativa] 


Seq, No. 


403481 


Seq. ID 


LIB3431-063-P1-N1-B3 


Method 


BLASTX 


NCBI GI 


g4103987 


BLAST score 


486 


E value 


6.0e-49 


Match length 


115 


% identity 


83 


NCBI Description 


(AF030516) 5, 10-methylenetetrahydrof olate 



dehydrogenase-5, 10-methenyltetrahydrof olate cyclohydrolase 
[Pisum sativum] >gi_6002383__emb__CAB56756. 1_ (AJ011589) 
5, 10-methylenetetrahydrof olate dehydrogenase : 
5, 10-methenyltetrahydrofolate cyclohydrolase [Pisum 
sativum] 



Seq. No- 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403482 

LIB3431-063-P1-N1-B5 

BLASTX 

gll5793 

229 

3.0e-23 

65 

91 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE III PRECURSOR 

(CAB) >gi_72749_pir CDBH3 chlorophyll a/b-binding protein 

type III precursor - barley >gi_19023_emb_CAA44881_ 
(X63197) type III LHCII CAB precursor protein [Hordeum 
vulgare] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403483 

LIB3431-063-P1-N1-B8 

BLASTX 

g3126854 

410 

4.0e-40 
78 
99 

(AF061577) 



chlorophyll a/b binding protein [Oryza sativa] 



Seq. No. 



403484 



51903 



Sea ID 


LIB3431-0 6^-Pl-Nl-'B9 


Method 


BLASTN 


NCBI GI 


g5803242 


BLAST score 


388 


TTa "1 11 o 




l id L. Oil Xt^il^ Uil 


*± O T 


o XdcIlL J. L.y 




NPRT np^^or "i nl" "i nn 


\JX. y £ta. OCIL.XVCI ^dlWlLLXO J 


O C • LN L/ • 


U J '4 O J 


Seq. ID 


T.TR3431 -0fi3-P1 -N1 -ri 9 


Method 


BLASTX 


NCBI GI 


a6103011 

\^ \J ^ \J *^ Vw/ ^ X. 


BLAST score 


478 


E value 


5.0e-48 




1 04 

X u *r 






inudj. uescripx-ion 


^.Ao4ZZDj precursor or 




|_iNlCOtxa.na. TlalJa.CUItlJ 


oc(^ • iNO • 


ft U j^l 0 O 


fipa TO 


X1XIJOI..JX WUJ ^X iNX 


Mpt hod 




NCBI GI 


g871931 


BLAST score 


220 


W Trja 1 1 1 O 
£j VCtXLlC 


p n*a-i ft 

0 • Uc XO 


iria.T-.cii xerigi_.n 


o y 


^ laenuiLy 


T 1 
/ 1 




^JJOU/O^; rsxxsa.oxni [v 


oeq * JNO . 


/ n "5/1 Q 1 


9pa in 


T.TR?431 -Hfi^-PI -N1 -P4 
ijXDOfijX uoo irx INX ^fi 


Mpthod 

Lie U-lJ.V-'V.it. 


RT.A9TX 


NCBI GI 


gl32105 


BLAST score 


144 


E value 


5.0e-09 


Match length 


36 


% identity 


81 


NCBI Description 


RIBULOSE BISPHOSPHATE 



{22KDa) 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



RBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094__pir RKRZS9 

ribulose-bisphosphate carboxylase {EC 4.1.1.39) small chain 
precursor {clone pOSSS1139) - rice >gi_218208__dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi__226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 

403488 

LIB3431-063-P1-N1-C9 

BLASTX 

g4098250 

164 

3.0e-ll 

71 

41 

{U76611) similar to Solanum tuberosiom ci21A gene product 



51904 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



encoded by the sequence presented in GenBank Accession 
Number U76610 [Solanum tuberosum] 

403489 

LIB3431-063-P1-N1-D11 

BLASTX 

g671740 

473 

2.0e-47 

86 
100 

(X84730) ribulose-bisphosphate carboxylase [synthetic 
construct] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 
Seq, ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



403490 

LIB3431-063-P1-N1-D12 

BLASTN 

g2950394 

35 

5.0e-10 

51 

92 

Zea mays me gene, exons 1 to 
403491 

LIB3431-063-P1-N1-D2 

BLASTX 

g5734636 

173 

3.0e-12 

53 

58 

(AP000391) Similar to putative lipase {AC006232) [Oryza 
sativa] 

403492 

LIB3431-063-P1-N1-D6 

BLASTX 

g6014934 

381 

l.Oe-36 

84 

76 

DCL PROTEIN, CHLOROPLAST PRECURSOR (DEFECTIVE CHLOROPLASTS 
AND LEAVES PROTEIN) >gi_1305531 (U55219) defective 
chloroplasts and leaves; required for chloroplast 
development and palisade cell differentiation in leaves 
[Lycopersicon esculentiom] >gi_1323698 (U5.5278) DCL [Solanum 
lycopersicum] 

403493 

LIB3431-063-P1-N1-D7 

BLASTN 

g902200 

62 

3.0e-2 6 

182 



51905 



€1 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



42 

Z.mays complete chloroplast genome 
403494 

LIB3431-063-P1-N1-E4 

BLASTX 

g451193 

314 

2,0e-33 

120 

68 

{L28008) wali7 [Triticum aestivum] 

>gi_1090845_prf 2019486B waliV gene [Triticum aestivum] 



Seq. No. 


403495 


Seq. ID 


LIBo4o1-UdJ-P1-N1-Ed 


Method 


T^T ITITT' 

BLASTX 


NCBI GI 


gl835731 


BLAST score 


4oo 


E value 


2 . Oe-43 


Match length 


102 


% identity 


85 


NCBI Description 


(UooUlo) pnotosystem . 


Seq. No, 


403496 


Seq. ID 


LIB3431-063-P1-N1-E8 


Method 


BLASTN 


NCBI GI 


g2182028 


BLAST score 


324 


E value 


0 . Oe+00 


Match length 


324 


% identity 


100 


NCBI Description 


Oryza sativa mRNA for 


Seq. No. 


403497 


Seq. ID 


LIB3431-063-P1-N1-E9 


Method 


BLASTN 


NCBI GI 


g2331130 


BLAST score 


226 


E value 


l.Oe-124 


Match length 


226 


% identity 


100 


NCBI Description 


Oryza sativa glycine-: 




cds 


Seq. No. 


403498 


Seq. ID 


LIB3431-063-P1-N1-F10 


Method 


BLASTX 


NCBI GI 


gl705624 


BLAST score 


180 


E value 


4.0e-13 


Match length 


41 


% identity 


88 


NCBI Description 


CATALASE ISOZYME A (G 


Seq. No. 


403499 


Seq. ID 


LIB3431-063-P1-N1-F12 



(OSGRPl) mRNA, complete 



51906 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g2570515 

159 

9.0e-ll 

34 

97 

(AF022740) 



glycolate oxidase [Oryza sativa] 



403500 

LIB3431-063-P1-N1-F2 

BLASTX 

g3953471 

207 

3.0e-16 

62 

61 

(AC002328) F2202.16 [Arabidopsis thaliana] 
403501 

LIB3431-063-P1-N1-F3 

BLASTX 

g3075488 

227 

2.0e-18 

44 

98 

(AF058796) chlorophyll a/b-binding protein [Oryza sativa] 
403502 

LIB3431-063-P1-N1-F5 

BLASTX 

g3036946 

307 

4.0e-28 

60 

98 

(AB012637) light harvesting chlorophyll a/b-binding protein 
[Nicotiana sylvestris] 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



403503 

LIB3431-063-P1-N1-F6 

BLASTX 

gl076724 

278 

l,0e-24 

56 

93 

LHCI-680, photosystem I 
>gi_6 6 6 0 5 4_emb_CAA5 9 0 4 9_ 



antenna protein - barley 
(X84308) LHCI-680, photosystem I 



antenna protein [Hordeum vulgare] 
403504 

LIB3431-063-P1-N1-F7 

BLASTX 

g2407279 

469 

6,0e-47 



51907 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



96 
95 

{AF017362) 



aldolase [Oryza sativa] 



Seq. No, 

Seq. ID 

Method 

NCBI GI - 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403505 

LIB3431-063-P1-N1-F9 

BLASTX 

gll5802 

189 

3.0e-14 

36 
97 

CHLOROPHYLL A-B BINDING PROTEIN 36 PRECURSOR (LHCII TYPE I 

CAB-36) (LHCP) >gi_100311_pir S21827 chlorophyll 

a/b-binding protein {cab-36) - common tobacco 
>gi_19827__einb_CAA41188_ (X58230) chlorophyll a/b binding 
protein [Nicotiana tabacum] 

403506 

LIB3431-063-P1-N1-G1 

BLASTX 

gl20668 

469 

7.0e-47 

102 

88 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE, CYTOSOLIC 

>gi_82399_pir ^A24159 glyceraldehyde-3-phosphate 

dehydrogenase (EC 1,2.1.12), cytosolic - barley (fragment) 
>gi_167044 (M36650) glyceraldehyde-3-phosphate 

dehydrogenase [Hordeum vulgare] >gi_225347_prf 1301218A 

dehydrogenase, glyceraldehydephosphate [Hordeum vulgare var. 





distichum] 


Seq. No. 


403507 


Seq. ID 


LIB3431-063-P1-N1-G10 


Method 


BLASTX 


NCBI GI 


g21839 ' 


BLAST score 


595 


E value 


7.0e-62 


Match length 


118 


% identity 


94 


NCBI Description 


(X57 952) phosphoribulokinase [Triticxom aestivum] 


Seq. No. 


403508 


Seq. ID 


LIB3431-063-P1-N1-G11 


Method 


BLASTX 


NCBI GI 


g517500 


BLAST score 


273 


E . value 


3.0e-24 


Match length 


68 


% identity 


81 


NCBI Description 


(M87435) precursor of the oxygen evolving complex 




protein [Zea mays] >gi_4 44338_prf 1906386A photos; 




0E17 protein [Pisum sativum] 


Seq. No. 


403509 



kDa 



51908 



OCv^ • XL/ 


XtXlJ^'iOX UOJ iTX J.NX VJX^ 




OXu^O J. 


NCBI GI 


g2407279 


BLAST score 


398 
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XiXoOfi ox U O J I: X iN X LjZ 




OXirlO 1 A, 


NCBI GI 


g4138290 


BLAST score 


283 


E vslue 


o • ue 


i\ia,i-cn xengLn 


DO 


& T ^ n ^ T T 

-5 laenLXLy 


lUU 


iN^ox L^co V-'J- xp UX^ll 




oecj, wo. 




oecj« iJj 


T — n^^'^ — Pi —XII -P7 
JjXDo4 J 1 U D J r 1 iNx o / 




OXltIO 1 A 


LnL^JjX vjX 


rr91 Q1 1 


BLAST score 


275 


E value 


3.0e-24 


Match length 


Q A 


% identity 


o4 


JNOrJi Description 


(AhUU/zbyj A iCjUUzNUI.xo gene product LAraoiaopsis 




tnaxiana J 


beq. wo. 


4(J Jolz 


beq* lu 


Li±no4ol UD J Fl— JNl — lao 




OXtriO 1 A 


NCBI GI 


gl32105 


BLAST score 


429 


E value 


3.0e-42 


Match length 


79 


% identity 


99 



NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-l, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi__226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 

403513 

LIB3431-063-P1-N1-H1 

BLASTX 

g693920 

419 

5.0e-41 

80 

97 

(021113) chlorophyll a/b binding protein [Solanum 



51909 



tuberosum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403514 

LIB3431-063-P1-N1-H10 

BLASTX 

gl21291 

295 

2.0e-30 

79 

90 

GLUCOSE-l-PHOSPHATE ADENYLYLTRANSFERASE LARGE SUBUNIT 
(ADP-GLUCOSE SYNTHASE) {ADP-GLUCOSE PYROPHOSPHORYLASE) 
(AGPASE S) (ALPHA-D-GLUCOSE-l-PHOSPHATE ADENYL TRANSFERASE) 

>gi_82596_pir S05079 glucose-l-phosphate 

adenylyltransf erase (EC 2.7.7.27) (clone AGA.l) - wheat 
(fragment) >gi_21677_emb_CAA32531_ {X14348) ADP-glucose 
pyrophosophorylase [Triticum aestivum] 

>gi_22687 3_prf 1609236A ADP glucose pyrophosphatase AGA.l 

[Triticum aestivum] 

403515 

LIB3431-063-P1-N1-H12 

BLASTX 

gl777375 

152 

6.0e-10 

31 

97 

(D78573) aspartate kinase-homoserine dehydrogenase [Oryza 
sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



403516 

LIB3431-063-P1-N1-H3 

BLASTX 

gI32105 

709 

5.0e-75 

130 
99 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKR2S9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538__ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 

403517 

LIB3431-063-P1-N1-H5 

BLASTX 

gl31225 

216 

2.0e-17 

56 

73 



51910 



NCBI Description 



PHOTOSYSTEM I REACTION CENTRE SUBUNIT XI PRECURSOR (SUBUNIT 

V) (PSI-L) >gi_100605_pir ^A39759 photosystem I 18K protein 

precursor - barley >gi__167087 {M61146) photosysteia I 
hydrophobic protein [Hordeum vulgare] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403518 

LIB3431-063-P1-N1-H6 

BLASTX 

g2462750 

154 

4.0e-10 

52 
62 

(AC002292) Highly similar to auxin-induced protein 
{aldo/keto reductase family) [Arabidopsis thaliana] 



Seq. No. 


403519 


Seq. ID 


LIB3432-001-P1-K1-H6 


Method 


BLASTX 


NCBI GI 


g600771 


BLAST score 


198 


E value 


l.Oe-15 


Match length 


63 


% identity 


68 


NCBI Description 


{L35844) G protein alpha subunit [Oryza sativa] 


Seq. No. 


403520 


Seq. ID 


LIB3432-002-P1-K1-E11 


Method 


BLASTX 


NCBI GI 


g50G2357 


BLAST score 


156 


E value 


6,0e-ll 


Match length 


56 


% identity 


59 


NCBI Description 


(AFloUyo/) neat-snocK protein ClpP [Azospirillum 




brasilense] 


Seq. No. 


403521 


Seq. ID 


LIB3432-002-P1-K1-H5 


Method 


BLASTX 


NCBI GI 


g2739382 


BLAST score 


215 


E value 


3.0e-17 


Match length 


141 


% identity 


38 


NCBI Description 


(AC002505) myosin heavy chain-like protein [Arab: 




thaliana] 


Seq. No. 


403522 


Seq. ID 


LIB3432-003-P1-K1-H5 


Method 


BLASTX 


NCBI GI 


g5263320 


BLAST score 


677 


E value 


3.0e-71 


Match length 


147 


% identity 


91 



NCBI Description {AC007727) Similar to gb_M87339 replication factor C, 



51911 



37-kDa subunit from Homo sapiens and is a member of 
PF_00004 ATPases associated with various cellular 
activities. [Arabidopsis thaliana] 



Seq. No. 


403523 
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{AJ133787) giqantea homologue [Oryza sativa] 
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Seq. ID 


LIB3432-007-P1-K1-B6 


Method 


BLASTX 
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^5 ^ Q "i" n T71 ITU 1 

dCO CX V LULL J 


Seq. No. 


403527 


Seq. ID 


LTB3432-007-P1-K1-C1 


Method 


BLASTN 


NCBI GI 


g577352 


BLAST score 


55 


E value 


6.0e-22 


Match length 


148 


% identity 


38 


NCBI Description 


Streptococcus equi M protein (emmSzW60) gene, < 


Seq. No. 


403528 



complete cds 



51912 





LIB3432-007' 
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BLASTX 


NCBI GI 
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BLAST score 
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BLAST score 
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BLAST score 


373 


E value 


l.Oe-35 


iYiai-cn xeng uii 


1 AC\ 


% identity 


OD 


NCBI Description 






UilClXXCLllCL J 


beq. wo. 


fl UOO oX 




T,TR3439-nn7 

XlXOOriO^ VJ U / 


Mptlioci 


BLASTX 


NCBI GI 


gl66835 


BLAST score 


623 


E value 


4.0e-65 


Match length 


135 


% identity 


89 



histone -HI WHlB.l [Triticum aestivum] 



-P1-K1-E12 



[Cryptomeria japonica] 



-P1-K1-E5 



putative RNA binding protein [Arabidopsis 



-P1-K1-H12 



NCBI Description 



{M86720) ribulose bisphosphate carboxylase/oxygenase 
activase [Arabidopsis thaliana] >gi_2642170 (AC003000) 
Rubisco activase [Arabidopsis thaliana] 



Seg. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403532 

LIB3432-007-P1-K1-H4 

BLASTX 

g3789952 

562 

5.0e-58 

112 

93 

{AF094775) chlorophyll a/b-binding protein presursor [Oryza 
sativa] 



Seq. No. 
Seq, ID 
Method 



403533 

LIB3432-007-P1-K1-H6 
BLASTX 



51913 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3914603 
317 

4.0e-29 

145 

50 

RIBULOSE BISPHOSPHATS CARBOXYLASE /OXYGENASE ACTIVASE, 
CHLOROPLAST PRECURSOR {RUBISCO ACTIVASE) >gi_1778414 
{U74321) ribulose-1, 5-bisphosphate carboxylase/oxygenase 
activase [Oryza sativa] 



oecj» iNO • 


A r\ "5 c; / 


OC<^ • J-Lf 


1j±IdOHO^ UU^ it X lvX ri^ 


Method 


BLASTX 


NCBI GI 


g3367594 


BLAST score 


194 


IT TT 3 1 n Q 
Hi VciXUc 
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iYiaucii jLengun 
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^ laenuxry 




wudi uescription 


(ALUJxiJD) putative protein [Arabiaopsis thai 
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BLAST score 


159 


E value 


2.0e-17 


Match length 


o o 
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% identity 




NCBI Description 


(AF073697) cysteine synthase [Oryza sativa] 


beq. No. 


403536 


Seq, ID 


LIB3432-010-P1-K1-B11 




OT 7\ CTIV 
DilAO i A 








O 0 X 


E value 


X . ue J 0 


Match length 


137 


% identity 


57 


NUci uescripLion 


{L43bl0) protein localized m the nucleoli of 




ORE; putative [Pisum sativum] 


o c • ln • 




Seq. ID 


LIB3432-010-P1-K1-G11 


Method 


BLASTX 


NCBI GI 


g606817 


BLAST score 


329 


E value 


2.0e-30 


Match length 


78 


% identity 


82 


NCBI Description 


(U08404) carbonic anhydrase [Oryza sativa] 




>gi_5917783_gb_AAD56038.1__AF182806_l (AF18280I 




anhydrase 3 [Oryza sativa] 


Seq. No. 


403538 


Seq. ID 


LIB3432-010-P1-K1-G2 


Method 


BLASTX 


NCBI GI 


g2072555 



51914 



HI 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 



215 

4.0e-17 

44 

91 

{AF001396) metallothionein-like protein [Oryza sativa] 
>gi_6103441_gb__AAF03603.1_ (AF147786) metallothionein-like 
protein [Oryza sativa] 





O c • LN (J • 


rt U O J O 1? 




Qci/^ Tn 

oeg* J-U 


TTD'5/'30— mn D1 1V1 r'c; 




Method 


bllAb iX 












1 fin 

X o u 




E value 






Match length 


125 




% identity 


36 




NCBI Description 


tACuuyoooj unKnown protein [AraDXCtopsis tnaliana, 




beq. Jno. 


^ A o c ^ n 
4Uoo4U 




Seq. ID 


LIBo4oz-Ulu-Pl-Kl-G9 




Method 


BLASTX 




NCBI GI 


gl353352 




BLAST score 


1 A A 

190 


'"^ 


E value 


1 . ue— 141 




Match length 


bi 


EI': 


% identity 


67 




NCBI Description 


(U31975) alanine aminotransferase [Chlamydomonas 






reinhardtii] 




Seq. No. 


403541 


n „ 


beq. IJJ 


TTDO/IOO ATT m "Cr^f OA 


C3 


Method 


BLASTX 


s ,-. 


NCBI GI 


g2407281 


Q 


Diiiibi score 


boU 




H VaXUe 


1 • ue / 1 






1 "^Q 




% identity 


91 




NCBI Description 


(AF017363) ribulose 1, 5-bisphosphate carboxylase 






subunit [Oryza sativa] 




Seq. No. 


403542 




beq. lu 


LIBJ4 Jz-Ull-Pl-Kl-G / 




Method 


BLASTX 




NCBI GI 


g733458 




BLAST score 


340 




E value 


6.0e-32 




Match length 


90 




% identity 


77 




NCBI Description 


{U23190) chlorophyll a/b-binding apoprotein CP24 






[Zea mays] 




Seq. No. 


403543 




Seq. ID 


LIB3432-012-P1-K1-D11 




Method 


BLASTX 




NCBI GI 


gl632822 




BLAST score 


214 




E value 


l.Oe-17 



51915 



n # 





A A 


o j_vj.ciJ. L.X L._y 






viuoyoz; iiransuieirLDrane pronem [uryza. sa.uiva.j -^qi xotD/o 




^u//z^/; LransiueiTLDrane prouexn Luryza ssn-ivaj 


O • IN L> • 




Seq. ID 


XlXO«J*XsJ^ WX^ IT X r\.x U'i 


Method 


BLASTX 


NCBI GI 


g4056490 


BLAST score 


189 


J-j VdXLLC 


^ • X *± 






^ XkJ.diuXL.y 




NCRT DesPTT r>1" 1 on 

Jk.\ \-y X-J Ju Vw' 1^ ^ -i_ K> ^ _i_ \^ 1. 1 


\rv>^\j \j ^ tj ^ \j J uiic L. xoax pxk^uc^xii {_ri.x ciJu'XULL'poxo LiictxxcLiici j 






O O V.^ » J. LJ 




Method 


BLASTN 


NCBI GI 


g20155. ■ 


BLAST score 


65 


Jl) VcaXUC 




I^A^ "f" /^Vi T ^ /'I 1 " Vt 

LYia.Lcn ±cngx.n 


0 D 


■6 laenniuy 


y 4 


iNL/Dx jjescx xp uxon 


u.sanva ranaoin smgxe—copy una rragmenL i^Kb/ii4K 


oeq. NO. 


4 uoo4 0 


Otrv^ • XU 


T TR'^4'^9 — ni 9 — Pi — Kl — IT'^ 


L ie LillkJO. 


JjXltIO i a 


NCBI GI 


g4662632 


BLAST score 


230 




D * ue"x y 


ria.t.L.ii xeng un 


/ J. 


% identity 


Do 


Vi\^JDM i^eo V_rX Xp L-X^JIJ. 


Vi^^uu / o / J uiiKnown pxoT-exn [iixajoxciopsxs T-naxxanaj 


Q o rr \T<^ 
ocq. LNO. 


4 U oD4 / 


DfcJLJ. XU 


1j 1 Jd o 4 O Z — U X Z IT X —|\ J. —Lj / 


Method 




NCBI GI 


g5257255 


BLAST score 


83 


E vslue 


1 * ue Jo 


ixia.uL.li xeny 1,11 


1 Do 


^ xaenTiicy 


o D 


ivV_/JDX ox Xp L.XL'ii 


wxyza sai-xva genomic uiN/i, cnroiuosoirie O/ cxone i JrUUZor u / 


Q £»i /-T "Mrs 

oeq* jno . 


/I n '3 /I Q 
4Uoo4o 


ooz-T Tn 

OtSt£ * X u 


T TR'^4'^9 — ni 9 — PI —TTl _m 1 
J-tX£JO^ jz — uxZ"*irx— nX 1 


Mp-|-V|od 


ijJono J. /\ 


NCBI GI 


g3885892 


BLAST score 


262 


E vslue 


1 n<=»— 99 
X . ue zz 


Mst(^Vi 1 onrr'hh 
ilCLUV^Ii xt^iig L.li 


o / 


% identity 


79 


NCBI Description 


(AF093634) photosystem-1 F subunit precursor [Oryza sat: 


Seq. No. 


403549 


Seq. ID 


LIB3432-012-P1-K1-H7 



51916 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g4455680 

150 

4.0e-10 

66 

47 

{AL035472) putative prolyl tRNA synthetase [Mycobacterium 
leprae] 

403550 

LIB3432-013-P1-K1-H12 

BLASTX 

g2373403 

157 

5.0e-ll 

42 

67 

(D85193) similar to the membrane protein RD28 [Arabidopsis 
thaliana] 

403551 

LIB3432-014-P1-K1-H6 

BLASTX 

g4006855 

215 

2.0e-17 

76 

57 

{Z99707) Cu2+-transporting ATPase-like protein [Arabidopsis 
thaliana] 

403552 

LIB3432-015-P1-K1-D5 

BLASTX 

gll73347 

618 

l.Oe-64 

120 

94 

SED0HEPTUL0SE-1,7-BISPH0SPHATASE, CHLOROPLAST PRECURSOR 
(SEDOHEPTULOSE-BISPHOSPHATASE) (SBPASE) (SED ( 1, 7 ) P2ASE) 

>gi_100803_pir S23452 sedoheptulose-bisphosphatase (EC 

3.1.3.37) precursor - wheat >gi__14265_emb_CAA4 6507_ 
(X65540) sedoheptulose-1^ 7-bisphosphatase [Triticum 

aestivum] 

403553 

LIB3432-015-P1-K1-D6 

BLASTX 

g2281115 

631 

6.0e-66 

154 

76 

(AC002330) putative cullin-like 1 protein [Arabidopsis 
thaliana] 



51917 



Seq. No. 


A r\ n a A 


beq. ID 


liii5o4 ^z — Ul O — r 1 — n.1 — UZ 


Method 


nliiib i A 


NCBI GI 


gl617197 


BLAST score 


275 


E value 


T A/-* OA 

o . ue-z4 


Matcn iengtn 


/ 1 


% identity 


/ 0 


wuni uescripuion 


Vii/z4ooj L'Szj-/, I N 2. coz, 2. slusl raDacuiuj 


Seq. No. 


403555 


beq. lU 


TTD'S/ITO ni£^ "Dl Vl 

l»lDJ4oZ-UlO-rl-i\l— JJD 


Method 


nijiib i A 


NCBI GI 


gzoUiiby 


bLAbi score 


lyz 


E value 


1 . Ue-14 


Match length 


82 


% identity 


56 


NCBI Description 


inlAJyilNilj blUb ilNlilbi lU bNZilMiij 1-1 rKHiUUKbUK 




>gi 2130146 pir S61419 thiamine biosynthetic enzyme ' 




- maize >gi 596078 (U17350) thiamine biosynthetic enz; 




[Zea mays] 


Seq. No. 


403556 


Seq. ID 


LIBo4oz-U1o-P1-K1-Hd 


Method 


BLAbi A 


NCBI GI 


g2072555 


BLAST score 


o o o 

233 


E value 


2.0e-19 


Match length 


44 


% identity 


98 


NCBI Description 


(AF001396) metallothionein-like protein [Oryza sativa 




>gi 6103441 gb AAF03603.1 {AF147786) metallothionem 




protein [Oryza sativa] 


Seq. No. 


403557 


Seq. ID 


LIBo4 oZ-Ul /-ri-Kl-Clz 


Method 


"DT 7i CTY 
rSliAo 1 A 


NCBI GI 


g2253092 


BLAST score 


196 


E value 




Match length 


68 


% identity 


66 


NCBI Description 


{Y14198) hypothetical protein [Spinacia oleracea] 


Seq. No. 


403558 


Seq. ID 


LIBo4o2-Ulo-Pl-Kl-Az 


Metnoa 


O T TV O rn\7 

BLASTa 


NCBI GI 


g4587524 


BLAST score 


159 


E value 


1. Oe-10 


Match length 


42 


% identity 


69 


NCBI Description 


(AC007060) T5I8.13 [Arabidopsis thaliana] 


Seq- No. 


403559 


Seq. ID 


LIB3432-018-P1-K1-D2 




51918 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g4567273 

433 

9.0e-43 

140 

60 

(AC006841) putative vacuolar proton ATPase subunit 
[Arabidopsis thaliana] 

403560 

LIB3432-019-P1-K1-A7 

BLASTX 

gl32105 

479 

3.0e-48 

109 
85 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208__dbj_BAA00538_ 
{D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi__2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 



Seq. No. 


403561 


Seq. ID 


LIB3432-019-P1-K1-H12 


Method 


BLASTX 


NCBI GI 


g2570497 


BLAST score 


206 


E value 


3.0e-16 


Match length 


123 


% identity 


42 


NCBI Description 


(AF022731) H protein subunit of glycine ' 




[Oryza sativa] 


Seq. No. 


403562 


Seq. ID 


LIB3432-020-P1-K1-D2 


Method 


BLASTX 


NCBI GI 


g3281853 


BLAST score 


536 


E value 


7.0e-55 


Match length 


139 


% identity 


76 


NCBI Description 


(AL031004) putative protein [Arabidopsis 


Seq. No. 


403563 


Seq. ID 


LIB3432-020-P1-K1-D3 


Method 


BLASTX 


NCBI GI 


g4104056 


BLAST score 


279 


E value 


l.Oe-24 


Match length 


62 


% identity 


81 


NCBI Description 


(AF031194) S276 [Triticum aestivum] 



51919 



€1 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403564 

LIB3432-020-P1-K1-D4 

BLASTN 

g5852170 

108 

7.0e-54 

179 

89 

Oryza sativa indica(GLA4) genomic DNA, chromosome 4, 
clone: tl7804 



BAG 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403565 

LIB3432-020-P1-K1-D5 

BLASTX 

gll73347 

189 

l.Oe-14 

79 

54 

SEDOHEPTULOSE-1, 7-BISPHOSPHATASE, CHLOROPLAST PRECURSOR 
(SEDOHEPTULOSE-BISPHOSPHATASE) (SBPASE) (SED ( 1, 7 ) P2ASE) 

>gi_100803_pir S23452 sedoheptulose-bisphosphatase (EC 

3.1.3.37) precursor - wheat >gi_14265_emb_CAA4 6507_ 
{X65540) sedoheptulose-1^ 7-bisphosphatase [Triticum 
aestivum] 



Seq. No. 


403566 


Seq. ID 


LIB3432-021-P1-K1-A2 


Method 


BLASTN 


NCBI GI 


g6063530 


BLAST score 


39 


E value 


5.0e-13 


Match length 


43 


% identity 


98 


NCBI Description 


Oryza sativa genomic 


Seq. No. 


403567 


Seq. ID 


LIB3432-021-P1-K1-A3 


Method 


BLASTX 


NCBI GI 


g6063542 


BLAST score 


273 


E value 


3.0e-24 


Match length 


61 


% identity 


85 


NCBI Description 


{AP000615) EST C74302 




the predicted gene.; , 




dehydr o genase. {M6411i 


Seq. No. 


403568 


Seq. ID 


LIB3432-021-P1-K1-A7 


Method 


BLASTX 


NCBI GI 


gll5766 


BLAST score 


316 


E value 


l.Oe-29 


Match length 


71 


% identity 


76 



a region of 



[Oryza sativa] 



51920 



